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Query sequence being compared
Number of sequences searched:
Number of scores above cutoff

Results of the initial
Fiie : ab037733.seq

100-

N -

10-

- 'S 3 -

nmQzZzEaomwe mOo
0

Similarity matrix
Translation Frame
Mismatch penalty
Gap penalty 1.0
Gap size penalty 0.0
off score
domization group

Unitar

Scores: Mean
16

Times: CPU
€0:00:00

Number of residues:
Number of sequences searched:
Number of scores above cutoff

ison of Sequences

09972467-2-509-578-ab037733.res

:US-09-972-467-2 (509-578)
6

: 6

comparison of US-09-972-467-2 (509-578) with:

PARAMETERS

y K-tuple

6

1 Joining penalty
0 Window size

5

0

0

SEARCH meweHweHom

20
32

Median Standard Deviation
7 26.06
Total Elapsed
,00 00:00:00.00
10271
6
: 6

The scores below are sorted by initial score.

Significance is calculated ba

sed on initial score.

A 100% similar sequence to the query sequence was found: '

Init. Opt.

olisin’

Sequence Name

1. ab03773

The list of o

Sequence Name
2. ab03773
3. ab03773
4. ab03773
5. ab03773
6. ab03773

1. US-09-972-
ab037733

TOIG of: ab

LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

gene

CDS

Page 1

Description Length Score Score Sig. Frame

3 TOIG of: ab037733

ther best scores is:

Init. Opt.
Description Length Score Score Sig. Frame
3 TOIG of: ab037733 check: 480 1711 7 14 -0.35 6
3 TOIG of: ab037733 check: 480 1712 7 12 -0.35 4
3 TOIG of: ab037733 check: 480 1711 6 13 -0.38 5
3 TOIG of: ab037733 check: 480 1713 6 12 -0.38 1
3 TOIG of: ab037733 check: 480 1712 5 11 -0.42 3

467-2 (509-578)

TOIG of: ab037733 check: 4803 from: 1 to: 5139

037733 check: 4803 from: 1 to: 5139
AB037733 5139 bp MRNA linear PRI 14-MAR-2000
Homo sapiens mRNA for KIAA1312 protein, partial cds. -
AB037733
AB037733.1 GI:7242978
Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fhl11767.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites)
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new CDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Ohara,0., Nagase,T. and Kikuno,R.
Direct Submission
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)

Location/Qualifiers

1. .5139

/organism="Homo sapiens"

/db_xref="taxon:9606"

/clone="fhl1767"

./tissue_type="brain"

/clone_lib="pBluescriptII SK plus"

1. .4417
/gene="KIAAl1312"
<1l. .4417

/gene="KIAA1312"

/note="Start codon is not identified."

/codon_start=2

/product="KIAA1312 protein”

/protein_id="BAA92550.1"

/db_xref="GI:7242979"
\ﬁHm:mHmﬁHO:n=me=e><HmbOmozrmemmmIUOUNMHmmromzcmomommmozx
PHITYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFY TNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELTFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGG T
KTATRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNTING
LLPNVRWVPKY SG1LMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
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QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN PPPAAPETRRSTY SAPRTQWRFGSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTP
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER 1010 1020 1030 1040 1050 1060 1070 1080
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD noo€x>r02mm0m<eoooow>emo<30<zwmcm<HUmmanOU<vaeUOUOmZmvovoxevcmor>omwmo
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH 1090 1100 1110 1120 1130 1140 1150
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRF NEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQODENGY TANDCVERIKPDEQRACESGP
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD 1160 1170 1180 1190 1200 1210 1220
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT nm02><0220m06xb0000Hmexb<<nomwzmmxmwurmanmbmuUWMOOZHm>0v:0w>2meou£mmom
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL 1230 1240 1250 1260 1270 1280 1290
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE <womwomxomz<moz>wuommbmmb<nw:rbxmmnmwwomnnwnmx£x>m>2monm<m00mn<oow:<OOOH
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR 1300 1310 1320 1330 1340 1350 1360
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t GTHKIARETECNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYR
ORIGIN 1370 1380 1390 1400 1410 1420
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803
2. US-09-972-467-2 (509-578)
Initial Score = 70 Optimized Score = 70 significance = 2.07 ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
Residue Identity = 100% Matches = 70 Mismatches = 0
Gaps - 0 Conservative Substitutions = 0 TOIG of: ab037733 check: 4803 from: 1 to: 5139
Translation Frame= 2
LOCUS AB037733 5139 bp MRNA linear PRI 14-MAR-2000
NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNKPHIIYRRSAPQREPSTGRHACDTSEHKN DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
10 20 30 40 50 60 70 ACCESSION AB037733
VERSION AB037733.1 GI:7242978
RHSKDKKKTRARKWGERINLAGDVAALNSGLATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVAD KEYWORDS .
80 90 100 110 120 130 140 SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fh11767.
NRMVSYHGENLQHYILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSK ORGANISM Homo sapiens
150 160 170 180 190 200 210 Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
NSPGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAHELGHVFNMPHDD REFERENCE 1 (sites)
220 230 240 250 260 270 280 AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
. TITLE prediction of the coding sequences of unidentified human genes.
X 10 XVI. The complete sequences of 150 new cDNA clones from brain which
QLPGILYNVN code for large proteins in vitro
RERRERRRR JOURNAL DNA Res. 7 (1), 65-73 (2000)
NNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKYITEFLDTGYGECLLNEPESRPYPLPVQLPGILYNVN MEDLINE 20181126
290 300 310 320 330 340 350 360 REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara, 0., Nagase,T. and Kikuno,R.
20 30 40 50 60 X TITLE Direct Submission
KQCELIFGPGSQVCPYMMQCRRLWCNNVNGVHKGCRTQHT PWADGTECEPGKHCKYGFCV JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
PCRERCTEERE bbbl ARERRN IEERARA Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
KQCELIFGPGSQVCPYMMQCRRLWCNNVNGVHKGCRTQHT PWADGTECEPGKHCKYGFCVPKEMDVPVTDGS 292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
370 380 390 400 410 420 430 URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
WGSWSPFGTCSRTCGGGIKTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHF FEATURES Location/Qualifiers
440 450 460 470 480 490 500 source 1. .5139
/organism="Homo sapiens”
NINGLLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLCRQAGCDHVLN /db_xref="taxon:9606"
510 520 530 540 550 560 570 /clone="fh11767"
/tissue_type="brain"
SKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVRQHSFSGETDDDNYLALSSSKGEFL /clone_lib="pBluescriptII SK plus”
580 590 600 610 620 630 640 gene 1. .4417
: . /gene="KIAA1312"
LNGNFVVTMAKREIRIGNAVVEYSGSETAVERINSTDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQ CDS <1l. .4417
650 660 670 680 690 700 710 720 /gene="KIAA1312"
/note="Start codon is not identified."
FYWNSHGPWQACSKPCQGERKRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQ /codon_start=2
730 740 750 760 770 780 790 /product="KIAA1312 protein"
/protein_id="BAA92550.1"
CGLGYRTLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSK SCDGGTQRRRA /db_xref="GI:7242979"
800 810 820 830 840 850 860 \ﬁHﬁ:mwNﬁwO:nazmmme><Hmﬁomermemmm:oocwmHmmrochmomcmmmozx
PHIIYRRSAPQREPSTGRHACDT SEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
ICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLVTCGKGHKHRQVWCQFGEDRLNDRMCDPE LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
870 880 890 900 910 920 930 TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
. PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
TKPTSMQTCQQPECASWOAGPWGQCSVTCGQGYQLRAVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCH ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG
940 950 960 970 980 990 1000 ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
~ xonmeO:emzbonamovaxmox&mmn<wxmzc<n<eommtﬁmtmmmoenmzeomnmH
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KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEY SGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRYSAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMOTCQOPECASWQAGPWGQCSVTCGQGYQLR
AVKCITIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRF
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQORHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLY TWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t
ORIGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 ..

.tial Score = 7 Optimized Score = 14 sSignificance = -0.35
esidue Identity = 21% Matches =- 20 Mismatches = 46
Gaps = 29 Conservative Substitutions = 0
Translation Frame= 6

IGRVASSLPHSCTHPSTHPSATLRPWLSXRWLQFPGRYLXPFSCDPDILAGLQTTAFTVHRPLAHVTACPMH
210 220 230 240 250 260 270 280

LVFVVIHTHHLAVPGAFAAGLGAFLPFLCPPSVEGTPWALAVAFRLRSGVWVALGLSGYFVCSDLTAHMPLL
290 300 310 320 330 340 350

YASATGHRALTPSASFPFGASSSSALSVPMWLSQVLTVITFXMASIFCHAVNISLFMPSTTRDRTRAPRAST
360 370 380 390 400 410 420

PCSVVWTSMCVTLLTIGRFIKNFTAQIWKPFTVGPLTDHQOSCSYASTTQLSALSPVAISPLRTRAGFTGSLL
430 440 450 460 470 480 430

IRFYSLHTVVCGVSIFILTYNNTPLGSASTGTGTCSPGASSPLVSTEHMGAAGAGAPGTIVLILEGVLSXAT
500 510 520 530 540 550 560

VWGPLRAWXHGTVLVSFWDIILVTLTPIDHVVTVVDTHHLPGCPTLPTGHRARAPVQGLPLPTGCHRTFFLC
570 580 590 600 610 620 630 640

HWSRQGSTGTLVSHRAILISAADVSHPGTFPTSGXAWGPRPKSPLGSWCTVCASPRFRGSWGRMTXWXFTVL
650 660 670 680 690 700 710

GISWSSCCITVIVIYHXHISPNDAFHCSXLVSLSTSDTALSPGTRLPGCTFRLLTSLHRCWLGLRVTHSIIX
720 730 740 750 760 770 780

SIFTKLTPDLAVLMPFSTGDQALXPVSRFPLWTRELTAPLNGNFLLMCAFAVIQYIISGIDTNSPSPLGPTV
790 800 810 820 830 840 850

TAFXTFSPGRIAPATRVTFPXAFFTVAWFGMAAAKTIINLLSLPIQPAIFGTVDVQCAVTQATLGTTFTPAG
860 870 880 890 900 910 920

NMPPQVTVCTTGF SNVSRLGQPIASLIRNSKLIRFPGANKFSFPFPLAGFTACLPWPMTVPVKLLRFIFNWN
930 940 950 960 970 380 990 1000

IERIAYIGVVOLSHRQNLKQKFLLNAICXVNSFYGSLGPTVLYHSIPNANFPFGHCDNKVSIXQEFTFTAXX
1010 1020 1030 1040 1050 1060 1070

SXVVVIVCFPXETVLPHINIGSTSWNSDHSIVTIMYCIKCSCHCFAXRIIATTNPTFISPGFXVXNMIASSL
1080 1090 1100 1110 1120 1130 1140

PAKALDTDIICVLATRSSIYHSVSKLIVGCVPCHSAEQLAPVLHQNSTVFRDPAHIGKQTVDVKMLPVKVST
1150 1160 1170 1180 1190 1200 1210

09972467-2-509-578-ab037733.res

Page 3
10 20 30 40 50 60
GILYNVNKQCE=-~-~=~==-~ LIFGPGSQVCPYMMQCRRLWCNNV - - - NGVHKGCRTQHT PWADGTECEPGKHC -
| | 11 [ | | Il ! I I
LFISEVSLLLETWLRVAGLKFHSTS- - - -YTVFSTIFWFWSVALSNGCFDAPSTCSGAGSKGTPTSPGSICH
1220 1230 1240 1250 1260 1270 1280
X
......... KYGFCV

GDIHFFGNTKSILAVLSRLALRPIGPGCVLSPAAFVYSIDVIAPEPSALHHIWAHLRTWSKNQFTLFIHVVK
1290 1300 1310 1320 1330 1340 1350

DAWQLDRQRVGSGFRFVKQTLAITSVXKLSDIFSTTLXPHPGVGVEVQCWSHDMLGTLNSFFFTFVVVIMRH
1360 1370 1380 1390 1400 1410 1420

VKHMAQLMGDRKSCTQSTIFTNRTASIGITNGSQFSQAXGITFVVSSADILSCXENSSIMMDSTWTVLRMLP
1430 1440 1450 1460 1470 1480 1490 1500

LAKVFXCCLSIKRYGRPILFIMNHNXVHNNNINXISNTWVFIDRGYNXHXSXNIVLKVFSMVXNHSVVCHHQ
1510 1520 1530 1540 1550 1560 1570

DFYKPWIGXKTFCPSVGPLFSCVVRLITISRKCLCCXAAVXCCYVTSQVNPFSPFSCSGFLLVFTVPIFVEX
1580 1590 1600 1610 1620 1630 1640

GVTCMPSCXGLSLGGAAPINDVGFVLFLFIFLFIHRLXWFNKIIPIMRPECAQHSXAEADDGRVLG
1650 1660 1670 1680 1690 1700 1710
3. US-09-972-467-2 (509-578)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139

TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUS AB037733 5133 bp mRNA linear PRI 14-MAR-2000

DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
ACCESSION AB037733

VERSION AB037733.1 GT:7242978
KEYWORDS .
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus

clone:fhl1767.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites)
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
TITLE Prediction of the coding sequences of unidentified human genes.

XVI. The complete sequences of 150 new cDNA clones from brain which

code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara,O., Nagase,T. and Kikuno,R.
TITLE Direct Submission

JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,

Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
source 1. .5139
/organism="Homo sapiens"”
/db_xref="taxon:9606"
/clone="fhl11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"

gene 1. .4417
/gene="KIAA1312"
CDS <1l. .4417

/gene="KIAA1312"

/note="Start codon is not identified."
/codon_start=2

/product="KIAAl312 protein"
/protein_id="BAA92550.1"
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/db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNY LALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWOACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRYSAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPOWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCITIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRFE
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNYSDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCELLDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t
ORIGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803
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Page 4

PLMLKCFPSKXAHCSSRKSRFCLRHGSVLQDLNFILRPTQYFPPFFGSGLLHSRMAVLMPPPHVLEQVPKGL
1210 1220 1230 1240 1250 1260 1270

X
QLPGILYN
Il !
QLPODPSVTGTSISLGTQNPYLQCFPGSHSVPSAQGVCXVRQPLCTPLTLLHQSRLHCIIYGHTXEPGPKIN
1280 1290 1300 1310 1320 1330 1340 X

10 20 30 40 50 60 70
VNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVHKGCRTQHTP---------- WADGTECEPGKHCKYGFCV

| 111 | | | | | | 11
SHCLFTLXRMPGS-------=----- WIGKGXGLDSGSLSKHSPXPVSKNSVIYFRLHFDHIQGLVXK- -FSV
1350 1360 1370 1380 1390 1400 X

GAMTCWGLLTPSSLHLLLSSXGMLNTWPSSWAIVKAVLNPLSSLIEQLLXGSQMVPSSARPKVSHLSXALQT
1410 1420 1430 1440 1450 1460 1470

SCLVKRTAVSXWIPPGLFFECCHWQKFFNVVXALKDMEGPSCSLXITIKFTITILIKFPILGSLXIEATIDI
1480 1490 1500 1510 1520 1530 1540 1550

KVKIXCXRFSPWYETILLSATTKTSTNRGXDKKRFVLLWVLFSLVLSVLLPXAENASVAKPLFNAATSPARL
1560 1570 1580 1590 1600 1610 1620

ILSPHFLALVFFLSLLCLFLCSEVSHACLPVEGSLWGALRLXMMWGLFCSSSSSCSSIDCSGSIKXSPSXDR
1630 1640 1650 1660 1670 1680 1690

NVPSIPEQRLMTAVCSE
1700 1710

4. US-09-972-467-2 (509-578)

Initial Score - 7 Optimized Score = 12 significance = -0.35
Residue Identity = 20% Matches - 16 Mismatches = 40
Gaps = 24 Conservative Substitutions = 0
Translation Frame= 4

LCVPIXQPTCLCCTPRPQDTEHXLQAPAFHLGHLPPRHFLCPCGLARCLQXSLSKWLPSFAMQXTFRCLCPR
350 360 370 380 390 400 410

PQETEHELQGPVLHAASCGQACVLHCSRSGGLSRISQLKSGNRSPLDRXQTTSLVLMPPPHSLVHSPQLPXA
420 430 440 450 460 470 480

HXGQGPDSQALCSSGFILSTQSFAVYPFSSXHTTTRRWDPPAQVLEHAPQGPVLHWFPPSTWVRLGLALRGR
490 . 500 510 520 530 540 550

XSSFWKGCXAKPLSGVLXGHGDMEQSWSVSGIXSWSHSLRSITWSLXLTHITCRVALPCPQVTEQELQSKAF
560 570 580 590 600 610 620

HCPQGVTEHSSFATGLGRVAQALSSATEPFSSRQLTYLIRVPFPQVAEHGVQDPNRHWVLGALYVLLLVSGA
630 640 650 660 670 680 690 700

AGGGXHDGNSQSWVSVGLVAALQSLSSTTDIXVPMMHFTALSWY PCPQVTLHCPQGPACQDAHSGCXQVCID
710 720 730 740 750 760 770

VGLVSGSHILSFNRSSPNXHQTWRCLCPFPQVTKHSDQSPDFHCGQGNSLHLXMVTFSXCVHLLSSSTSFRV
780 790 800 810 820 830 840

LTQIALLLWVPPSQLFEHSVQAEXRQPPVLHSPEHFSRLLGLGWLLQKPSSTFSVFPSSLLY LAQXMSNVRX
850 860 870 880 890 900 910

PKPHWALHSLLLATCHLRSQSVPQGSVMCPGWGSRSHLXSETVSXSDSLVQTSFRFRSPWQGLLHACHGPXL
920 930 940 950 960 970 980

FOXNCXGLSSIGILKEXRTSGLYNFPTDKTXSKSSCSMRSVELILSTAVSDPLY STTAFPMRISLLAIVTTK
990 1000 1010 1020 1030 1040 1050 1060

FPFSKNSPLLLDKAKXLSSSVSPEKLCCRTSILVAPAGIRTTVLXPXCTVLNVPATVLHEELSPPQTPHLSL
1070 1080 1090 1100 1110 1120 1130

wﬁwmquxm=v>nwowv290Hmm<m2moo<mmHHrmmmxxx><wv>er022b:mmmHNHMP«boaomeromw
1140 1150 1160 1170 1180 1190 1200

—

ab037733

TOIG of: ab037733 check: 4803 from: 1 to: 5139

TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

gene

CDS

AB037733 5139 bp mRNA linear PRI 14-MAR-2000
Homo sapiens mRNA for KIAA1312 protein, partial cds.

AB037733

AB037733.1 GI:7242978

Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fhl11767.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites)
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Chara, 0., Nagase,T. and Kikuno,R.
Direct Submission
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)

Location/Qualifiers

1. .5139

/organism="Homo sapiens"

/8b_xref="taxon:9606"

/clone="fh11767"

/tissue_type="brain"

/clone_lib="pBluescriptIIl SK plus"

1. .4417

/gene="KIAA1312"

<1l. .4417

/9ene="KIAA1312"

/note="Start codon is not identified."
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B

/codon_start=2
/product="KIAA1312 protein"
/protein_id="BAA92550.1"
/db_xref="GI:7242979"

/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK

PHITYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCOWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMOCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRY SFNIPIEDKPQOFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPT SMQTCQOPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRF
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDODY IPETDODCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

09972467-2-509-578-ab037733.res Page 5

HRHSRQPQOSHSHLGSXRISSGYLSHKWLSMGSKTQIATGFLVHCMCFSSFPGQLGEDDMMVIHSPGYQLVXL
650 660 670 680 690 700 710 720

LHYSHCHLPLTYKSQXCISLLLAGIPVHKXHCTVPRDPPARMHIPARDKSAXMLAWSQGHTFYHLIDLHQTD
730 740 750 760 770 780 790

TRPGGAYALFHRXPSTLTSLQISTVDKGTHCTSEWXLSLDVCICCHPVHHFGYXHKXPFSSGSHRHSFLNIQ
800 810 820 830 840 850 860

SRQNSASHPCYIPLSIFHGCLVWDGCCKNHHQPSQSSHPACY IWHSRCPMCGNPSHTGHY IHSCWQHATSGH
870 880 890 900 910 920 930

SLYHRVQXCVQAGAADRIFDQKQXADQIPWCKOVFVSVPLGRVYCMLAMAHDCSSKTAEVYLQLEYXKNSVH
940 950 960 970 980 990 1000

RGCTTFPPTKPEAKVLAQCDLLSXFFLRQSRTHCTLPQHSQCEFPFWPLXQQSFHLARIHLYCLIKLSSCHR
1010 1020 1030 1040 1050 1060 1070 1080

LFPLRNCAAAHQYWXHOLEFGPQYCNHNVLYXMFLPLFCMKNYRHHKPHIYLSGLLSLKHDRIQLAGKGPGH
1090 1100 1110 1120 1130 1140 1150

RYHLCPGHKEFHLSLCLEADSRLCSLPLCRTTCTGPSSEFHCIXGPSAHWEADRXCXNASRQSEHTVHLGSL
1160 1170 1180 1190 1200 1210 1220

ASAXDMAPCCRTXISFYVLHSIFHHFLVLVCCTLEWLFXCPLHMFWSRFQRDSNFPRIHLSRGHPFLWEHKI
1230 1240 1250 1260 1270 1280 1280

HTCSAFQARTPSHRPRVCAESGSLCVLHXRYCTRAVCTASYMGTPEN
1300 1310 1320 1330 1340

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t
ORIGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score = 6 Optimized Score = 13 Significance = -0.38
Residue Identity = 20% Matches = 15 Mismatches = 55
Gaps = 4 Conservative Substitutions = 0
Translation Frame= 5

XLLLVYYHXKGSRXALCTGRYMKKWYLRYFGYYRKLFSSSEAVCXTGTTHLVHERGLFAPYNVLKPKISAPI
10 20 30 40 50 60 70

FKLGNLTYXSRFLASLEKSGLVTLDHISAWPQLEXKRFCSLHTACASLSQLPSLLVVSLALQYFLILNCLQA
80 90 100 110 120 130 140

PHSILXVCSPCNNFFFMPIGHQGESQNVDLKGLRDHLLHLSRFAYKEFXLGKAEDLSENTQF TVANRAGSLK
150 160 170 180 190 200 210

X 10
QLPGILYNVNKQCELIFGP
- I . |
SPTFLHSSLHSSLCHSQAMAELTMVTVPRTVPLT ILLXSRHTRRVANY SFHGPPAACSRHSVPHAPRFCCHP
220 230 240 250 260 270 280

20 30 40 50 60 70
GSQVCPYMMQCRRLWCNNVNGVHKGCR - -TQHTPWADGT - - ECEPGKHCKYGFCV

| [N I | | i1
HTPPCGTWSLRRRSWCILAIPLPSKCRGDTVGLGSRVPTPVWCMGCTRSLWLFCVFRSDSPHASAVRLGHRT
290 300 310 320 330 340 X 350 360

QSTDSKRQLSIWGIFLLGTFCAHVAXPGAY SNHFLNGFHLLPCSKHFVVYALDHKRONT SSKGQY SMORRVD
370 380 390 400 410 420 430

KHVCYTAHDREVYQEFHSSNLETVHRWTADRPPVLFLCLHHTAXCTLPSCHKPTEDKGRIHRLFAHQVLFSP
440 450 460 470 480 490 500

HSRLRCIHFHPDIQQHAAGIRQHRYWNMLPRGQFSTGFHRAHGCGWGWRSGDDSPHFGRGAELSHCLGSFEG
510 520 530 540 550 560 570

MVTWNSPGQFLGYNPGHTHSDRSRGHCSXHTSLAGLPYLAHRSQSKSSSPRPSIAHRVSONILPLPLVXAGX
580 590 600 610 620 630 640

5. US-09-972-

ab037733

467-2 (509-578)
TOIG of: ab037733 check: 4803 from: 1 to: 5139

TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUs
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

gene

CDSs

AB037733 5139 bp mRNA linear PRI 14-MAR-2000
Homo sapiens mRNA for KIAA1312 protein, partial cds.

AB037733

ABO037733.1 GI:7242978

Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptIIl SK plus
clone:fhl11767.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites)
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Ohara,0., Nagase,T. and Kikuno,R.
Direct Submission
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)

Location/Qualifiers

1. .5139

/organism="Homo sapiens"

/db_xref="taxon:9606"

/clone="fh11767"

/tissue_type="brain"

/clone_lib="pBluescriptII SK plus"”

1. .4417

/gene="KIAA1312"

<1. .4417

/gene="KIAA1312"

/note="start codon is not identified.”
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/codon_start=2
/product="KIAA1312 protein”
/protein_1id="BAA%2550.1"
/db_xref="GI1:7242979"
\nﬁmsmhmﬂHO:l=me=H><HmﬁommzrmaﬁwmmUOU&MHmmbomzumOmommmozx
PHIIYRRSAPQREPSTGRHACDT SEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYTIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQDICRABDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKY SGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRE
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNYSDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPOWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t

ORIGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score = 6 Optimized Score = 12 significance = -0.38
Residue Identity = 17% Matches = 16 Mismatches = 54
Gaps = 20 Conservative Substitutions = 0
Translation Frame= 1

QLRAHGRHQPLLRNAGHIPVSXWGLFYXTTTVYGXTRRXRGTKQT PHHLXAQRPPERALNRKACMXHLRTQK
10 20 30 40 50 60 70

X 10 20 30
QLPGILYNVNKQCELIFGPGSQVCPYMMQCR

| | [ |
XAQXRQEENQSKKMGRKDXPGWXRSSIKQRLSNRG IFCLWXXDGQHKRKEDPOQKDKTFFILSTVCRSLGGGR

80 90 100 110 X 120 130 140
40 50 60 70
............ RLWCN-NVNGVHKGCRTQHTPWADGTECE - - - - - - -PGKHCKYGFCV

[ | Il [
QONGFIPWRKPSTLYFNFNVNCSLYLXRPKYWKFNXYCYCELNCDSXXTGWAFHIFXCSDNIKKLLPVAAFE
150 160 170 180 190 200 X 210

EQSRWNPSXYCCSLNKTGYLQSSRQMXYLRPGXTGNHLXSLXKLFYXXRXWIEYSFYDRPXAGPCVXHASXX
220 230 240 250 260 270 280

QQOMXRRRSXESPACHGSNTELLHQPLDVVKVXSKIYHXVFRHWLWRVFAXRTXTQTLPFACPTARHPLOQRE
290 300 310 320 330 340 350 360

XTMXIDFWTRFSGVPIYDAVQTALVQXROWSTQRLPDSAHTLGRWDGVRAWKALQVWILCSQRNGCPRDRWI
370 380 390 400 410 420 430

LGKLESLWNLLQNMWRGHQNSHSRVQQTRTKKWWKILCRTXNEIXVLQHGAMSQAEARLPRXTVCSLXREAF
440 450 460 470 480 490 500

XHQRSASQCALGPXIQWNSDEGPVQVVLQSGREHSLLSASRQSDRWNSLWPGHKXYLCPGPLPASWMRSCFK
510 520 530 540 550 560 570

LKSPERXMWGLWWRXFFMQNSGRNIXYSTLWLQYCGPNSSWCYQYXCAAAQFLRGNRRXQLLSFIKQXRXIL
580 590 600 610 620 630 640

R
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bxzwboomzooxomezmnnmm<oz<wcowmxzxrzmm:x>waﬁ>mow<moz<<00x0ermm0<mzxmxem>
650 660 670 680 690 700 710 720

<bbm0m2§2>mzoxerwwoemeweormoowa>m0mxmx2mm>>m>2em&xetimmrxwm<>nooomxzxnv
730 740 750 760 770 780 790

VWLGLPHIGHLLCQIXQAGWEDXEGXXWFLQQPSQTKQPXKMLRGMXHGWLALFCLDXMFKKLXRWDPEEKG
800 810 820 830 840 850 860

&bOO&vxxoemeOZmamzmm&mmm<0x<vrwe<mHENb<w<rnmr22w>x>vvmb<m<txwwHxxxz<xvx
870 880 890 900 910 920 930

DQANIYADLSAAGMCILAGGSLGTVQCHLWTGIPAKSSEMHHWDLYVSGRXQOXLXCSNXTNXYPGLXITIMS
940 950 960 970 980 390 1000

SSPSCPGNEEKHIQCTKNPVAIWVLDPMLSHLWERY PDEIRQLPRXEWLCGXRECLCYPAXTSGKGRMFCDT
1010 1020 1030 1040 1050 1060 1070 1080

LWAMEGLGLELLLCDLWARXGNPASDVCQLQXPRDRSEXVXPGLY PRNXPGLFHVIMPSKDPRQWLSSAPLP
1090 1100 1110 1120 1130 1140 1150

xxmbmmvmw0m0wmm0>w2xn<mz£wrmmzwoxb02wHm>>0003mnxeH
1160 1170 1180 1190 1200
6. US-09-972-467-2 (509-578)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139

TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUS AB037733 5139 bp mMRNA linear PRI 14-MAR-2000

DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
ACCESSION AB037733

VERSION AB037733.1 GI:7242978
KEYWORDS
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus

clone:fh11767.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites)
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara, 0.
TITLE prediction of the coding sequences of unidentified human genes.

XVI. The complete sequences of 150 new cDNA clones from brain which

code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
TITLE Direct Submission

JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,

Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
source 1. .5139
/organism="Homo sapiens"”
/db_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus”

gene 1. .4417
/gene="KIAA1312"

CDS <1. .4417
/9ene="KIAA1312"

/note="Start codon is not identified."
/codon_start=2

/product="KIAA1312 protein”
/protein_id="BAA92550.1"
/db_xref="GI:7242979"

\ﬁHm:mHWﬁMO:name:4><HmbomQZbOHmemUOOKMHmermZOMOmUmmmozx
PHI IYRRSAPQREPSTGRHACDT SEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
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LATEAFSAYGNKTDNTREKRTHRRTKRFLSY PRFVEVLVVADNRMVSYHGENLQHYIL VVPSVAWVTAHWT STVPNIAGWMGRLRRLMMVFAAAIPNQATVKNAQGNVTRVAGAILPGLNVQKAVTVGPR
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS 790 800 810 820 830 840 850 860
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG GEGLFVSIPEMMYWMTANAHIKRKLPFRGAVSSLVHSGNLETGQSAWSPVEKGISTARSGVSLVKIDXMIEC
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH 870 880 890 900 910 920 930
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING VTLRPSQHLCRLVSSRNVHPGRRVPGDSAVSLVDRDTSXEQXNASLGLICQWXMTMTVMOQLDQLIPRTVNY
LLPNVRWVPKY SGTILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC 940 950 960 970 980 990 1000
ROAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNY LALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEY SGSETAVERIN HHVILPQLPRKRGEAHTVHQEPSGDLGLGPHAQPLVGKVPGXDTSAAEMRMALWLTRVPVLPCLDQWQRKNV
STDRIEQELLLOVLSVGKLYNPDVRY SFNIPIEDKPQQFYWNSHGPWQACSKPCQGER 1010 1020 1030 1040 1050 1060 1070
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD LXHPVGNGRPWTGALALXPVGKVGQPGKXCVSTTVTTXSIGVSVTRIISQOKLTRTVPCHHALKGPQTVAXLS
GGTQRRRAICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLVTCGKGH 1080 1090 1100 1110 1120 1130 1140
—AIWOEOOWOMUNFZUmZOUTMHxv_u_mZOA_OOOm,MOVMZOWQUZOOOmﬁH_OOOONOFW
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRE TPSKMRTIVPGAPAPAAPMCSVETSGELAPGEHVPVPVLADPSGVLLYVRMKMDTPQTTVWREXNLMSKEPV
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD 1150 1160 1170 1180 1190 1200 1210 1220
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY I PETDQDC SMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT NPALVLSGLMATGESALSCVVEAXEQDWWSVSGPTVNGFQIXAVKFLINLPIVSSVTHMLVHTTLHGVLALG
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL 1230 1240 1250 1260 1270 1280 1290
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQORHVGCQIGTHK IARETE ARVLSLVVEGINNEMFTAWQKMEAIXKVITVSTWLSHMGTESAEEEDAPNGKLALGVSALCPVAEAY SRGMW
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR 1300 1310 © 1320 1330 1340 1350 1360
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
ASE COUNT 1471 a 1112 ¢ 1362 g 1194 t AVRSEHTKXPERPSATHTPDRSRNATAKAHGVPSTLGGQRNGKNAPRPAAKAPGTARWCVWMTTKTRCMGHA
ORIGIN 1370 1380 1390 1400 1410 1420 1430

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 .. VTXASGRWTVKAVVCNPASMSGSQENGQRY RPGNCNHRQLSHGLRVAEGXVEGXVQECGRLEATRPICHCEL

1440 1450 1460 1470 1480 1490 1500
Initial Score = 5 Optimized Score = 11 Significance = -0.42
Residue Identity = 18% Matches = 16 Mismatches = 50 CVFXQVLSFPKLEFLVCKAGEMXEMVSKSLQVY ILXFTLMSYWHKEEI ITGAANSXDAVRCLKTVKYKKILX
Gaps = 21 Conservative Substitutions = 0 1510 1520 1530 1540 1550 1560 1570 1580
Translation Frame= 3
CQGYNKERWQLXQTSTCCVKGAESLSLQLWPCRNVVXRYQTXFFKRGXKSGLVCEISXLENGGXNFWFXNIV

aumewmmmbmwomoz>:mObZZoHHrb2m<mri:zxx:xwzwezvemmHmw>vvammoom03m<ewozexH 1590 1600 1610 1620 1630 1640 1650
10 20 30 40 50 60 70
RGKQTPFMNQMCCACLTNSFRGRKXFSIISEVSQVPFFHISSCAQCLSRPFLMVINQXXS

oe<zemwxmmomzomxorezr<exomxe>>xoowmwbbz<uzweeomxwowemooz<w<mHmorxxmzzzoe 1660 1670 1680 1690 1700 1710
80 90 100 110 120 130 140

TEWFHTMEKTFNT IFXLXCQLXPLSIKTQVLEIXLILLLXTXLXFIMNRMGLPYLLMLRQHXKTFASGSIRR
150 160 170 180 190 200 210

TVQVESIMILLFSXQDRISAELTTNVIPXAWLNWEPFVIPIEAVLLVKIVDXVQLLRS PMSWAMCLTCLMMT
220 230 240 250 260 270 280

Hez<xxwmrw<mm2m2FO:xemeveVQOOOm<<MZHwbmﬁxeﬁ<Z§m<OFeszvaHhOFmZOO?mMGHxH
290 300 310 320 330 340 350 360

zz<zxmbco<rwn>mHxomvcmm0>HHmeweN>>ObmemvomZOmw>mhmmevmzcm<mwxm22mmx030®
370 380 390 400 410 420 430

GEVGVPLEPAPEHVEGASKQPFESATDONQKMVENTVXDVEXNLSPATRSHVSSRSETSEMNSVLTLTGSIL
440 450 460 470 480 490 500

TSTVCFPMCAGSLNTVEFXXRTGASCSAEWQGTQPTISFETEXXMELLVARTOMISVSRAFAGKLDAIMFXT
510 520 530 540 550 560 570

OwwmmHz<Ow<<>HHbm>x020mmrHO&HZ<eHrzmmm0h<b@HFZOQme<momxoezeeexbwow<z<zmo
580 590 600 610 620 630 640

x 10 20 30 40

QLP------ GIL----- YNVNKQCELIFGPGSQVCPYMMOCRRLWC - = - - - - NNVNGVHKGCRTQ

I I H T _
XMETLLSQWPKGKFALGMLWXSTVGPRLPXKELTQQTALSKNFCFRFCRWESCTTPMYATLS IFQLKINLSS
650 X 660 670 680 690 700 710 720

50 60 X
HTPWADGTECEPGKHCKYGFCV
| il Il
waol--Oe<anON:><Z@bNOZOZmZEHbMOZFHmhrmrHNU>HOOMwaebhzw<<oe<exOQZﬁw>O<Z
730 740 750 760 770 780







ﬁ~0n&o3¢#m¢1

Thu Jun 20 06:19:50 2002

-

> 0 <
ol |0
>0 <

IntelliGenetics

FastDB - Fast Pairwise Comparison of Sequences

Release 5.4

Results file 09972467-2-19-287-ab037733.res made by jdelaval on Thu 20 Jun 102 6:15:26-§
Query sequence being compared:US-09-972-467-2 (19-287)

Number of sequences searched: 6

Number of scores above cutoff: 6

Results of the initial comparison of US-09-972-467-2 (19-287) with:

File ab037733.seq
100-
N -
U 50-
R -
0 -
F 10-
s -
E 5- =
0 -
u -
E -
N -
c -
E - * *
s [ e e
|| | | | I | | bl | |
SCORE 0 | 14 29 43 157 72 86 100 | 115 129
STDEV 0 1 2
PARAMETERS
Similarity matrix Unitary K-tuple 2
Translation Frame 6
Mismatch penalty 1 Joining penalty 20
Gap penalty 1.00 Window size 32
2p size penalty 0.05
Off score 0
Jomization group 0

SEARCH STATISTICS

Scores: Mean Median Standard Deviation
28 9 49.34
Times: CPU Total Elapsed
00:00:00.00 00:00:00.00
Number of residues: 10271
Number of sequences searched: 6
Number of scores above cutoff: 6

The scores below are sorted by initial score.
Significance is calculated based on initial score.

A 100% identical sequence to the query sequence was not found.

The list of best scores is:

09972467-2-19-287-ab037733.res .

Sequence Name

Page 1

Init. Opt.

Description Length Score Score Sig. Frame

1. ab03773

2. ab03773
3. ab03773
4. ab03773
5. ab03773
6. ab03773

1. UsS-09-972-
ab037733

TOIG of: ab

LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

gene

CDS

*x**x 32 standard deviations above mean ****

3 TOIG of: ab037733 check: 480 1712 129 129 2.05 2
**x+ (O standard deviation from mean ****
3 TOIG of: ab037733 check: 480 1712 11 47 -0.34 4
3 TOIG of: ab037733 check: 480 1711 8 43  -0.41 6
3 TOIG of: ab037733 check: 480 1711 8 42 -0.41 5
3 TOIG of: ab037733 check: 480 1712 7 21 -0.43 3
3 TOIG of: ab037733 check: 480 1713 7 42 -0.43 1
467-2 (19-287)
TOIG of: ab037733 check: 4803 from: 1 to: 5139

037733 check: 4803 from: 1 to: 5139
AB037733 5139 bp mMRNA linear PRI 14-MAR-2000
Homo sapiens mRNA for KIAAl1312 protein, partial cds.
AB037733
AB037733.1 GI:7242978
Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fhl11767.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites)
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Ohara, 0., Nagase,T. and Kikuno,R.
Direct Submission
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)

Location/Qualifiers

1. .5139

/organism="Homo sapiens"”

/db_xref="taxon:9606"

/clone="fhl11767"

/tissue_type="brain"

/clone_lib="pBluescriptII SK plus"

1. .4417
/gene="KIAAl1312"
<l. .4417

/gene="KIAA1312"

/note="Start codon is not identified."

/codon_start=2

/product="KIAA1312 protein"

/protein_id="BAA92550.1"

/db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFY TNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
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KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMOTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRF
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLOPCEYVWITGEWSEVPSWEL"

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t
ORIGIN

09972467-2-19-287-ab037733.res

TRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGHKHROVWCQFGEDRLNDRMCDPETKPT
870 880 890 900 910 920 930 940

SMQTCQQPECASWQAGPWGQCSVTCGQGYQLRAVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPA
950 960 970 980 990 1000 1010

APETRRSTYSAPRTQWRFGSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQOW
1020 1030 1040 1050 . 1060 1070 1080

KALDWSSCSVTCGQGRATRQVMCVNYSDHVIDRSECDODYIPETD
1090 1100 1110 1120

US-09-972-467-2 (19-287)

Page 2

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

hitial Score - 129 Optimized Score = 129 significance = 2.05
sidue Identity = 100% Matches - 129 Mismatches = 0
Gaps - 0 Conservative Substitutions = 0
Translation Frame=~ 2
10 20 30 40 50 60 70
EMGSPDAAAAVRKDRLHPRQVKLLETLSEYEIVSPIRVNALGEPFPTNVHFKRTRRSINSATDPWPAFASSS
80 90 100 110 120 130 140
SSSTSSQAHYRLSAFGQQFLFNLTANAGFIAPLFTVTLLGTPGVNQTKFYSEEEAELKHCFYKGYVNTNSEH
IH
NSEH
) X

150 160 170 180 190 200 210
TAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNKPHIIYRRSAPQREPSTGRHACDT SEHKNRHSK
MERNRENERRRRNNY! RNy [SNARANY ENNNES FIETHIT [y
TAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNKPHIIYRRSAPQREPSTGRHACDT SEHKNRHSK

10 20 30 40 50 60 70

220 230 240 250 260 X
DKKKTRARKWGERINLAGDVAALNSGLATEAFSAYGNKTDNTREKRTHRRTKR
FEVETET TR e e bbb et
DKKKTRARKWGERINLAGDVAALNSGLATEAFSAYGNKTDNTREKRTHRRTKRFLSY PRFVEVLVVADNRMV
80 90 100 110 120 130 140

SYHGENLQHYILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNSPG
150 160 170 180 190 200 210 220

GIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFT IAHELGHVFNMPHDDNNKC
230 240 250 260 270 280 290

KEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYGECLLNEPESRPYPLPVQLPGILYNVNKQCE
300 310 320 330 340 350 360

LIFGPGSQVCPYMMQCRRLWCNNVNGVHKGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSW
370 380 390 400 410 420 430

SPFGTCSRTCGGGIKTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
440 450 460 470 480 490 500

LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLCRQAGCDHVLNSKAR
510 520 530 540 550 560 570 580

RDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVRQHSFSGETDDDNY LALSSSKGEFLLNGN
590 600 610 620 ’ 630 640 650

FVVTMAKREIRIGNAVVEY SGSETAVERINSTDRIEQELLLQVLSVGKLYNPDVRY SFNIPIEDKPQQFYWN
660 670 680 690 700 710 720

SHGPWQACSKPCQGERKRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLG
730 740 750 760 770 780 790

YRTLBIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCDGGTQRRRAICVN
800 810 820 830 840 850 860

-

ab037733

TOIG of: ab037733 check: 4803 from: 1 to: 5139

TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUS AB037733 5139 bp mRNA linear PRI 14-MAR-2000
DEFINITION Homo sapiens mRNA for KIAAl1312 protein, partial cds.
ACCESSION AB037733
VERSION AB037733.1 GI:7242978
KEYWORDS .
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fh11767.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE . 1 (sites)
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
TITLE Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
TITLE Direct Submission
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
source 1. .5139
/organism="Homo sapiens"
/d8b_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"
gene 1. .4417
/gene="KIAA1312"
CDS <1l. .4417

/gene="KIAA1312"

/note="Start codon is not identified."

/codon_start=2

/product="KIAA1312 protein”

/protein_id="BAA92550.1"

/db_xref="GI1:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHITIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
ROAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER

.
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KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQOGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQODCELPSCHPPPAAPETRRSTY SAPRTQWRE
GSWIPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGOWKALD
WSSCSVTCGQGRATRQVMCVNYSDHVIDRSECDQDY IPETDQDCSMSPCPORTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCODENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 ¢

ORIGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803
Initial Score = 11 Optimized Score = 47 Significance = -0.34
Residue Identity = 20% Matches = 63 Mismatches = 189
Gaps = 58 Conservative Substitutions = 0
ranslation Frame= 4

MITTGLLPLKRVXISIVHRKIYEKMVLEILRILXKIIFFLXSCLLNRHNTSGSXKGFVCPLQCFKTKNFSPH
10 20 30 40 50 60 70

FQVRKSHILVQIFSLSXKIRSGNARPHFCMATAGVKEILLPSHSMCXFVIVAISPCCIPGTTIFSYTXLSSG
80 90 100 110 120 130 140

TSQHPMSLQPLXXFLLYANRTSRXITECRPEGTXRPSLTSLPLCIQGILAWESXGLVRKHTVHSGKSGGXPQ
150 160 170 180 190 200 210

VSHIPALIPPLIPLPLSGHGXADDGYSSQDGTSDHSPVIQTYSQGCKLQLSRSTGRLLTSQRAPCTSFLLSS -
220 230 240 250 260 270 280

THTTLRYLEPSPQVLVHSCHSSALQVXRGHRGPWQSRSDSGLVYGLHSVSLATILCVPIXQPTCLCCTPRPQD
290 300 310 320 330 340 350 360

TEHXLQAPAFHLGHLPPRHFLCPCGLARCLQXSLSKWLPSFAMOXTFRCLCPRPQETEHELQGPVLHAASCG
370 380 390 400 410 420 430

QACVLHCSRSGGLSRISQLKSGNRSPLDRXQTTSLVLMPPPHSLVHSPQLPXAHXGOGPDSQALCSSGFILS
440 450 460 470 480 490 500

TQSFAVYPFSSXHTTTRRWDPPAQVLEHAPQGPVLHWFPPSTWVRLGLALRGRXSSFWKGCXAKPLSGVLXG
510 520 530 540 550 560 570

HGDMEQSWSVSGIXSWSHSLRSITWSLXLTHITCRVALPCPQVTEQELQSKAFHCPQGVT EHSSFATGLGRV
580 590 600 610 620 630 640

>o>rmm>emvmmmwore&bHw<vmwo<>mEW<OUmzwmz<rm>r<<rrh<mmbvmmmx:UQZMOmE<m<mb<
650 660 670 680 690 700 710 720

AALQSLSSTTDIXVPMMHFTALSWYPCPOVTLHCPOGPACQODAHSGCXOVCIDVGLVSGSHTLSFNRSSPNX
730 740 750 760 770 780 790

HOTWRCLCPFPQVTKHSDQSPDFHCGQGNSLHLXMVTFSXCVHLLSSSTSFRVLTQIALLLWVPPSQLFEHS
800 810 820 830 840 850 860

VQAEXRQPPVLHSPEHFSRLLGLGWLLOKPSSTFSVFPSSLLY LAQXMSNVRXPKPHWALHSLLLATCHLRS
870 880 890 900 910 920 930

X 10 20 30 40 50
EMGSPDAAAAVRKDRLHPRQVKLLETL- - SEYEIVSP- - IRVNALGEP - ~-FPTN- -~ - - - - VHFKRTRR
I ! | | I | Lo I
QSVPQGSVMCPGWGSRSHLXSETVSXSDSLVQTSFRFRSPWQGLLHACHGPXLFQXNCXGLSSIGILKEXRT
940 950 960 970 980 990 1000

60 70 80 90 100 110 120
S- - INSATDPWPAFASSSSSSTSSQAHYRLSAFGOQFLFNLTANAGFIAPLFTVTLLGTPGVNQTKF -~ - - -
| |t I Il | I [ I
SGLYNFPTD- - -KTXSKSSCSMRS - VELILSTAVSDPLYSTTAFPMRISLLAIVT - -~~~ ---- TKFPFSKN
1010 1020 1030 1040 1050 1060

09972467-2-19-287-ab037733.xes

Page 3

130 140 150 160 170
........... YSEEEAELKHCFYKGYVNTNSEHTAVISLCSGML- - -GTFRSHDGDYFIEPLQSMDEQE - -
| | | | || | | I |
SPLLLDKAKXLSSSVSPEKLCCRTSILVAPAGIRTTVLXPXCTVLNVPATVLHEELSPPQTPHLSLRAFEFK
1070 1080 1090 1100 1110 1120 1130

180 150 200 210 220 230 240
----DEEEQNKPHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINL - AGDVAALNSGLA
| | [ ! | ot 11
TXSHPACRQRPWTQISFVSWPQGVPS~ -~ ITLSRSXXXAVFPATLONNLHR-SFIRIPLYLGTQRTLGSRPL
1140 1150 1160 1170 1180 1190 1200

250 260 X
TEAFSAYGNKTDNTREKRTHRRTKR
[ |
MLKCFPSKXAHCSSRKSRFCLRHGSVLQDLNFILRPTQYFPPFFGSGLLHSRMAVLMPPPHVLEQVPKGLQL

1210 1220 1230 X 1240 1250 1260 1270
PQDPSVTGTSISLGTONPYLQCFPGSHSVPSAQGVCXVRQOPLCTPLTLLHOSRLHCIIYGHTXEPGPKINSH
1280 1290 1300 1310 1320 1330 1340 1350
CLFTLXRMPGSWTGKGXGLDSGSLSKHSPXPVSKNSVIYFRLHFDHIQGLVXKFSVGAMTCWGLLTPSSLHL
1360 1370 1380 1390 1400 1410 1420
LLSSXGMLNTWPSSWAIVKAVLNPLSSLIEQLLXGSQMVPSSARPKVSHLSXALQISCLVKRTAVSXWIPPG
1430 1440 1450 1460 1470 1480 1490
LFFECCHWQKFFNVVXALKDMEGPSCSLXITIKFTITILIKFPILGSLXIEATIDIKVKIXCXRFSPWYETI
1500 1510 1520 1530 1540 1550 1560
LLSATTKTSTNRGXDKKRFVLLWVLFSLVLSVLLPXAENASVAKPLFNAATSPARLILSPHFLALVFFLSLL
1570 1580 1590 1600 1610 1620 1630
CLFLCSEVSHACLPVEGSLWGALRLXMMWGLFCSSSSSCSSIDCSGSIKXSPSXDRNVPSIPEQRLMTAVCS
1640 1650 1660 1670 1680 1690 1700 1710
E
3. US-09-972-467-2 (19-287)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
TOIG of: ab037733 check: 4803 from: 1 to: 5139
LOCUS AB037733 5139 bp mRNA linear PRI 14-MAR-2000
DEFINITION Homo sapiens mRNA for KIAAl312 protein, partial cds.
ACCESSION AB037733
VERSION AB037733.1 GI:7242978
KEYWORDS .
SOURCE Homo sapiens brain ¢DNA to mRNA, clone_lib:pBluescriptIl SK plus
. clone:fh11767.
ORGANISM - Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates:; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites)
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
TITLE Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
TITLE Direct Submission
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL: http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers

source 1. .5139
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/organism="Homo sapiens"”
/db_xref="taxon:9606" 240 250 260 X
/clone="£fh11767" AALNSGLATEAFSAYGNKTDNT-------~- REKRTHRRTKR
/tissue_type="brain" (| | e
/clone_lib="pBluescriptiI SK plus" | ----- GLQTTAFTVHRPLAHVTACPMHLVFVVIHTHHLAVPGAFAAGLGAFLPFLCPPSVEGTPWALAVAFR
gene 1. .4417 260 270 280 290 X 300 310 320
/gene="KIAA1312"
CDS <1l. .4417 LRSGVWVALGLSGYFVCSDLTAHMPLLYASATGHRALTPSASFPFGASSSSALSVPMWLSQVLTVITFXMAS
/gene="KIAA1312" 330 340 350 360 370 380 390
/note="Start codon is not identified."
/codon_start=2 IFCHAVNISLFMPSTTRDRTRAPRASTPCSVVWT SMCVTLLT IGRFIKNFTAQIWKPFTVGPLTDHQSCSYA
/product="KIAAl1312 protein" 400 410 420 430 440 450 460 470
/protein_id="BAA92550.1"
/db_xref="GI:7242979" STTQLSALSPVAISPLRTRAGFTGSLLIRFYSLHTVVCGVSIFILTYNNTPLGSASTGTGTCSPGASSPLVS
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK 480 490 500 510 520 530 540
PHITIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL TEHMGAAGAGAPGTIVLILEGVLSXATVWGPLRAWXHGTVLVSFWDIILVTLTPIDHVVTVVDTHHLPGCPT
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS 550 560 570 580 590 600 610
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG LPTGHRARAPVQGLPLPTGCHRTFFLCHWSRQGSTGTLVSHRAILISAADVSHPGTFPTSGXAWGPRPKSPL
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH 620 630 640 650 660 670 680
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFPGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHENING GSWCTVCASPRFRGSWGRMTXWXFTVLGISWSSCCITVIVIYHXHISPNDAFHCSXLVSLSTSDTALSPGTR
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC 6390 700 710 720 730 740 750
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN LPGCTFRLLTSLHRCWLGLRVTHSIIXSIFTKLTPDLAVLMPFSTGDQALXPVSRFPLWTRELTAPLNGNFL
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQOFYWNSHGPWQACSKPCQGER 760 770 780 790 800 810 820 830
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRYSAWTECSKSCD LMCAFAVIQYIISGIDTNSPSPLGPTVTAFXTFSPGRIAPATRVTFPXAFFTVAWFGMAAAKTIINLLSLPI
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH 840 850 860 870 880 890 900
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGOGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRF QPAIFGTVDVQCAVTQATLGTTFTPAGNMPPQVTVCTTGFSNVSRLGQPIASLIRNSKLIRFPGANKFSFPF
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD 910 920 930 940 950 960 970
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT PLAGFTACLPWPMTVPVKLLRFIFNWNIERIAY IGVVQLSHRQONLKQKFLLNAICXVNSFYGSLGPTVLYHS
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL 980 990 1000 1010 1020 1030 1040
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES -
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE IPNANFPFGHCDNKVSIXQEFTFTAXXSXVVVIVCFPXETVLPHINIGSTSWNSDHSIVTIMYCIKCSCHCF
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR 1050 1060 1070 1080 1090 1100 1110
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t AXRITIATTNPTFISPGFXVXNMIASSLPAKALDTDIICVLATRSSIYHSVSKLIVGCVPCHSAEQLAPVLHQ
ORIGIN 1120 1130 1140 1150 1160 1170 1180 1190
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 .. NSTVFRDPAHIGKQTVDVKMLPVKVSTLFISEVSLLLETWLRVAGLKFHSTSYTVFSTIFWFWSVALSNGCF
1200 1210 1220 1230 1240 1250 1260
Initial Score - 8 Optimized Score = 43 Significance = -0.41
Residue Identity = 19% Matches = 60 Mismatches = 175 DAPSTCSGAGSKGTPTSPGSICHGDIHFFGNTK
3aps = 72 Conservative Substitutions = 0 1270 1280 1290
Translation Frame= 6
X 10 20 30 40 50 4. US-09-972-467-2 (19-287)
EMGSPDAAAAVRKDRLHPRQVKLLETLSEYEIVSPIRVNALGEPFPTNVH ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
[ | |1 | [ |
DYYWFITIKKGLDKHCAQEDIXKNGTXDTSDITENYFL- - ~PLKL-FVKQAQHIWFMKGV - CLPLTMFXNQK TOIG of: ab037733 check: 4803 from: 1 to: 5139
10 20 X 30 40 50 60
LOCUS AB037733 5139 bp mMRNA linear PRI 14-MAR-2000
60 70 80 90 100 DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
FKRTRRS - INSATDP-~~~~-------- WPAFASSSSSSTSSQAHYRLSA-FGQ------- QFLFNLTANAG ACCESSION AB037733
| | L | [ A [ VERSION AB037733.1 GI:7242978
FOPPFSSXEISHTSPDFXPLLKNQVWXRXTTFLHGHSWS- - -~~~ ERDSAPFTQHVLVCHSCHLSLLYPWHY KEYWORDS .
70 80 90 100 110 120 130 SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fh11767.
110 120 130 140 150 160 ORGANISM Homo sapiens
FIAPLFTVTLLGTPGVNQTKFYSEEEA- -~ -ELKHCFYKGYVN- - -TNSEHTAVISLCSGMLGTFRSHDG-D Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
| I | (IR | [N [ T I | Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
NIFLYLTVFRHLT-------~- ASYEFAAPVIISSLCQXDIKVNHRMXTXRDLETISYISPALHTRNSSLGKL REFERENCE 1 (sites}
140 150 160 170 180 190 AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
. TITLE Prediction of the coding sequences of unidentified human genes.
170 . 180 190 200 210 220 230 XVI. The complete sequences of 150 new cDNA clones from brain which
YFIEPLQSMDEQEDEEEQNKPHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDV code for large proteins in vitro
| | 1 11 | | 11 JOURNAL  DNA Res. 7 (1), 65-73 (2000)
RTCEKTHSSQWQIGRVASSLPH------- SCTHPSTHPSATLRPWLSXRWLQFPGRYLXPFSCDPDILA- - - MEDLINE 20181126
200 210 220 230 240 250 REFERENCE 2 (bases 1 to 5139)

>~
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N
AUTHORS  Ohara,0., Nagase,T. and Kikuno,R. g el | |1 | | i
TITLE Direct Submission RFCSLHTACASLSQLPSLLVVSLALQYF---LILNCLQ- - - - - - -APHSILXVCSPCNNFFFMP
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute, 110 120 130 140 150 160
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba '
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp, - 200 210 220 230 240 250
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913, - --QRE--PSTGRHACDTSEHKNR-HSKDKKKTRARKWGE- - - - - RINLAG- - -DVAALNSGL- -ATEAFSA
Fax:+81-438-52-3914) [ | [ | | | I [ |
FEATURES Location/Qualifiers IGHQGESQNVDLKGLRDHLLHLSRFAYKEFXLGKAEDLSENTQFTVANRAGSLKSPTFLHSSLHSSLCHSQA
source 1. .5139 170 180 190 200 210 220 230
/organism="Homo sapiens"
/db_xref="taxon:9606" 260 X
/clone="fh11767" YGNKTDNTREKRTHRRTKR
/tissue_type="brain" [ Il |
/clone_lib="pBluescriptII SK plus"” MAELTMVT -VPRTVPLTILLXSRHTRRVANY SFHGPPAACSRHSVPHAPRFCCHPHTPPCGTWSLRRRSWCI
gene 1. .4417 240 250 X 260 270 280 290 300
/g9ene="KIAA1312"
CDS <1l. .4417 LAIPLPSKCRGDTVGLGSRVPTPVWCMGCTRSLWLFCVFRSDSPHASAVRLGHRTQSTDSKRQLSIWGIFLL
/gene="KIAA1312" 310 320 330 340 350 360 370
/note="Start codon is not identified."
/codon_start=2 GTFCAHVAXPGAYSNHFLNGFHLLPCSKHFVVYALDHKRQNTSSKGQY SMQRRVDKHVCYTAHDREVYQEFH
/product="KIAA1312 protein" 380 390 400 410 420 430 440
/protein_id="BAA92550.1" -
/db_xref="GI:7242979" SSNLETVHRWTADRPPVLFLCLHHTAXCTLPSCHKPTEDKGRIHRLFAHQVLFSPHSRLRCIHFHPDIQQHA
\ﬁnm:mmeMO:n=meme><Hmbnngr0emxmmDOU<mHmwhomzcmomcmmmozx 450 460 470 480 490 500 510 520
PHITIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
b>embmm>%aneUzewmxwe:mxexwwrmmvww<m<r<<>vzwz<m<mmmzro:<Hb AGIRQHRYWNMLPRGQFSTGFHRAHGCGWGWRSGDDSPHFGRGAELSHCLGSFEGMVTWNSPGQFLGYNPGH
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWOHSKNS 530 540 550 560 570 580 590
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKYITEFLDTGYG THSDRSRGHCSXHTSLAGLPYLAHRSQSKSSSPRPSIAHRVSQONILPLPLVXAGXHRHSRQPQSHSHLGSXR
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH 600 610 620 630 640 650 660
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING ISSGYLSHKWLSMGSKTQIATGFLVHCMCFSSFPGQLGEDDMMVIHSPGYQLVXLLHY SHCHLPLTYKSQXC
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQODTNDICVQGLC 670 680 690 700 710 720 730
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERTN ISLLLAGIPVHKXHCTVPRDPPARMHIPAADKSAXMLAWSQGHTFYHLIDLHQTDTRPGGAYALFHRXPSTL
meowHmomrbro<bm<oxﬁmsz<z<mw2HMHMOwwOO%%ZZM:O%SObOmszOOmw 740 750 760 770 780 790 800
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD TSLQISTVDKGTHCTSEWXLSLDVCICCHPVHHFGYXHKXPFSSGSHRHSFLNIQSRONSASHPCYIPLSIF
Dmaoxww>H0<zewzc<bOOmeemomx<aHO%OmmmmOvOZxMQU2wm0b<eooxom 810 820 830 840 850 860 muo. 880
KHRQVWCQFGEDRLNDRMCDPETKPT SMQTCQQPECASWQAGPWGQCSVTCGOGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTODCELPSCHPPPAAPETRRSTYSAPRTQWRE HGCLVWDGCCKNHHQPSQSSHPACY IWHSRCPMCGNPSHTGHY THSCWOHATSGHSLY HRVQXCVQAGAADR
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQOWKALD 890 900 910 920 930 940 950
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQODY IPETDQDC SMSPCPQRTPDSGL,
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQORRVVVCODENGYT IFDOKQXADQYIPWCKQVFVSVPLGRVYCMLAMAHDCSSKTAEVYLOLEY XKNSVHRGCTTFPPTKPEAKVLA
ANDCVERIKPDEQRACESGPCPOWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL 960 970 980 990 1000 1010 1020
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
U«Oxmb>wv:m:zwommmNOmwixbm)imoom<m00mm<oow=<mooHOHIXH>wmem QCDLLSXFFLRQSRTHCTLPQHSQCEFPFWPLXQQSFHLARIHLYCLIKLSSCHRLFPLRNCAAAHQYWXHQ
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRY RKVVCVDDNKNEVHGAR 1030 1040 1050 1060 1070 1080 1090
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL" :
ASE COUNT 1471 a 1112 ¢ 1362 g 1194 t LEFGPQYCNHNVLYXMFLPLFCMKNYRHHKPHIYLSGLLSLKHDRIQLAGKGPGHRYHLCPGHKEFHLSLCL
IGIN 1100 1110 1120 1130 1140 1150 1160
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 . EADSRLCSLPLCRTTCTGPSSEFHCIXGPSAHWEADRXCXNASRQSEHTVHLGSLASAXDMAPCCRTXISFY
1170 1180 1190 1200 1210 1220 1230 1240
Initial Score = 8 Optimized Score = 42 Significance = -0.41
Residue Identity = 21% Matches = 61 Mismatches = 153 VLHSIFHHFLV
Gaps = 69 Conservative Substitutions = 0 1250
Translation Frame= 5
10 20 X 30 40 50 60 70 5. US-09-972-467-2 (19-287) :
MZOmvU>>>><mNUmrmmmo<xbbmarmm<mH<wnHw<z>r0mwmwaz<mmxwﬂmmmHZwveDvZWVﬂvwm- ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
[ IR | | I
XLLLVYYHXKGSR-XAL- - - -CTGRYMK - -KWYLRYFGYYRKLFSSSE TOIG of: ab037733 check: 4803 from: 1 to: 5139
X 10 20 30 40
LOCUS ABQ37733 5139 bp MRNA linear PRI 14-MAR-2000
80 90 100 110 120 130 DEFINITION Homo sapiens mRNA for KIAAl312 protein, partial cds.
- -85SSTSSQAHYR-LSA----~~~--=-~~ FGQQFLFNLTANAGFIAPLFTVTLLGTPGVNQTKFYSEEEAELK ACCESSION AB037733
{ i1 (I [ | | 1 VERSION AB037733.1 GI:7242978
AVCXTGTTHLVHERGLFAPYNVLKPKISAPIFKLGNLTYXSRFLASLEKSGL---- - VTLDHISAWPQLEXK KEYWORDS
50 60 70 80 90 100 SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fh11767.
140 150 160 170 180 190 ORGANISM Homo sapiens

HCFYKGYVNTNSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNKPHIIYRRSAP -~ - - - - -

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
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Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

ERENCE 1 (sites)

UTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.

ITLE Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro

JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
TITLE Direct Submission
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology:; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers

source 1. .5139
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"

gene 1. .4417
/gene="KIAA1312"

CDS <1l. .4417
/g9ene="KIAA1312"

/note="Start codon is not identified."

/codon_start=2

/product="KIAAl1312 protein”

/protein_id="BAA92550.1"

/db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSY HGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKYITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQOFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRYSAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPT SMQTCQQPECASWQAGPWGQCSVTCGOGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRF
GSWIPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQODCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t

ORI

GIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score = 7 Optimized Score = 21 Significance = -0.43
Residue Identity = 20% Matches = 32 Mismatches = 82
Gaps = 41 Conservative Substitutions = 0
Translation Frame= 3

10 20 30 40 50 60 70

EMGSPDAAAAVRKDRLHPROQVKLLETLSEYEIVSPIRVNALGEPFPTNVHFKRTRRSINSATDPWPAFASSS

« 80 90 100 110 120 130 140
SSSTSSQAHYRLSAFGQQFLFNLTANAGFIAPLFTVTLLGTPGVNQTKFYSEEEAELKHCFYKGYVNTNSEH

-~
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TPSTR
X
150 ' 160 170 180 190 200
TAVIS----- LCSG~MLGTFRSHDGDYFIEPL- - - -QSMDEQEDEEEQNKPHIIYRRSAPQREPSTGRHACD
| [N [ | | | [N
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T - -PONTKIGTVK - TR - RKPEQENGEKGLTWLVTXQHXTAAXQQRHFLLMV IRRTTQEKRGPTEGONVFYPI
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X
HRRTKR

| |
HGLXKSWWWQTTEWFHTMEKTFNT IFXLXCQLXPLSIKTQVLEIXLILLLXTXLXFIMNRMGLPYLLMLRQH
140 150 160 170 180 190 200

XKTFASGSIRRTVQVESIMILLFSXQDRISAELTTNVIPXAWLNWEPFVIPIEAVLLVKIVDXVQLLRSPMS
210 220 230 240 250 260 270

WAMCLTCLMMTTTNVKKKELRVPSMSWLOHXTSTPTPGCGQSVVENISLSFXTLVMASVCLTNLNPDPTLCL
280 290 300 310 320 330 340

SNCQASFTTXINNVNXFLDQVLRCAHIXCSADGSGAITSMEY TKAAGLSTHPGPMGRSASLESTASMDFVFP
350 360 370 380 390 400 410 420

KKWMSPXQMDPGEVGVPLEPAPEHVEGASKQPFESATDONQKMVENTVXDVEXNLSPATRSHVSSRSETSEM
430 440 450 460 470 480 490

NSVLTLTGSILTSTVCFPMCAGSLNTVEFXXRTGASCSAEWQGTQPTISFETEXXMELLVARTQMISVSRAF
500 510 520 530 540 550 560

AGKLDAIMFXTQKPGEINVGFVVAIILHAKQWQEHLIQY IMVTILWSEFQLVLPILMCGSTVSQGKQTMTTT
570 580 7 590 600 610 620 630

XLYQAVKVNSCXMETLLSQWPKGKFALGMLWXSTVGPRLPXKELTQQIALSKNFCFRFCRWESCTTPMYAIL
640 650 660 670 680 690 700

SIFQLKINLSSFTGTVMGHGKHAVNPAKGNGNENLFAPGNLISLLFLIKDAIGCPSLDTLLNPVVQTVTXGG
710 720 730 740 750 760 770 780

MLPAGVNVVPSVAWVTAHWT STVPNIAGWMGRLRRLMMVFAAATPNQATVKNAQGNVTRVAGAILPGLNVQK
780 800 810 . 820 830 840 850

AVTVGPRGEGLFVSIPEMMYWMTANAHIKRKLPFRGAVSSLVHSGNLETGQSAWSPVEKGISTARSGVSLVK
860 870 880 890 900 910 920

IDXMIECVTLRPSQHLCRLVSSRNVHPGRRVPGDSAVSLVDRDTSXEQXNASLGLICQWXMTMTVMQQLDQL
930 940 950 960 970 980 990

IPRTVNYHHVILPQLPRKRGEAHTVHQEPSGDLGLGPHAQPLVGKVPGXDTSAAEMRMALWLTRVPVLPCLD
1000 1010 1020 1030 1040 1050 1060

QWQRKNVLXHPVGNGRPWTGALALXPVGKVGQOPGKXCVSTTVTTXSIGVSVTRIISQKLTRTVPCHHALK
1070 1080 1090 1100 1110 1120 1130
6. US-09-972-467-2 (19-287)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUS AB037733 5139 bp mRNA linear
DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.

ACCESSION AB037733

VERSION AB037733.1 (GI:7242978

KEYWORDS

SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus

PRI 14-MAR-2000
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clone:fhl11767.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites)
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
TITLE Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara, 0., Nagase,T. and Kikuno,R.
TITLE Direct Submission-
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
source 1. .5139
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII 5K plus"”

gene - 1. .4417
/gene="KIAA1312"
CDS <1l. .4417

/gene="KIAA1312"
/note="gtart codon is not identified.”
/codon_start=2
/product="KIAAl1312 protein”
/protein_id="BAA92550.1"
/db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDCGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISEFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQODICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKYITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQODTNDICVQGLC
ROAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQOFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRE
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQODCSMSPCPQRTPDSGL
AQHPFONEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t

ORIGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score = 7 Optimized Score = 42 Significance = -0.43
Residue Identity = 19% Matches = 66 Mismatches = 149
Gaps = 121 Conservative Substitutions = 0
Translation Frame= 1

X 10 20

EMGSPDAAAAVRK -DRLHPRQVK
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- -REPSTGRHACDTSEHKNRHSKDKKKTRARKWGE- - - -RINLAGDVAALNS---~---- GLATEAFSAYGN
| 11 [ (U Il | | !
YLRPGXTGNH----=----- LXSLXKLFYXXRXWIEYSFYDRPXAGPCVXHASXXQQOMXRRRSXESPACHGS
250 260 270 280 290 300

260 X
KY-=-=-=----- DNTREKRTHRRTKR
T 1
NTELLHOPLDVVKVXSKIYHXVFRHWLWRVFAXRTXIQTLPFACPTARHPLQREXTMXIDFWTRFSGVPIYD
310 320 - 330 340 350 360 370

AVQTALVQXROWSTQRLPDSAHTLGRWDGVRAWKALQVWILCSQRNGCPRDRWILGKLESLWNLLONMWRGH
380 390 400 410 420 430 440 450

QNSHSRVQQTRTKKWWKILCRTXNEIXVLQHGAMSQAEARLPRXTVCSLXREAFXHQRSASQCALGPXIQWN
460 470 480 490 500 510 520

SDEGPVQVVLQSGREHSLLSASRQSDRWNSLWPGHKXYLCPGPLPASWMRSCFKLKSPERXMWGLWWRXFFM
530 540 550 560 570 580 590

ONSGRNIXYSTLWLQYCGPNSSWCYQYXCAAAQFLRGNRRXQLLSFIKQXRXILAKWKLCCHNGQKGNSHEWE
600 610 620 630 640 650 660

CCGRVQWVRDCRRKNXLNRSHXARTFASGFVGGKVVQPRCTLFFQY SNXRXTSAVLLEQSWAMASMOXTLPR
670 680 690 700 710 720 730

GTETKTCLHQGIXSAYCFXSKMRSAAPAWTHYXTLWYRLXPEVACCQQEXMXCPVWLGLPHIGHLLCOIXQA
740 750 760 770 780 790 800 810

GWEDXEGXXWFLQQPSQTKQPXKMLRGMXHGWLALFCLDXMFKKLXRWDPEEKGYLCQYPKXCTGXQOMHTS
820 830 840 850 860 870 880

RESYHSEVQXVPLSTVEIWRLVRVLGHLWKRAXAPPGLVSVWXRSIKXXNVXPXDQANIYADLSAAGMCILA
890 900 910 920 930 940 950

GGSLGTVQCHLWTGIPAKSSEMHHWDLYVSGRXQXLXCSNXTNXYPGLXITIMSSSPSCPGNEEKHIQCTKN
960 970 980 990 1000 1010 1020

PVAIWVLDPMLSHLWERYPDETRQLPRXEWLCGXRECLCYPAXTSGKGRMFCDTLWAMEGLGLELLLCDLWA
1030 1040 1050 1060 1070 1080 - 1090

. RXGNPASDVCQLQXPRDRSEXVXPGLYPRNXPGLFHVTMPSKDPROWLSSAPLPKXGLSSPERQPQPHPCAR
1100 1110 1120 1130 1140 1150 1160 1170

WKPVENWPLGSMFQYLCWRIPAACCCMSGXKWIHRKRLCGENKTXXAKSLXIRPLSSVGLWQLGRVHXAVWW
1180 1190 1200 1210 1220 1230 1240

RHKNKTGGLSAVQRXTVSRFELXNSXXTSRSXAVXHTCLSTRRCMEYWPLELVFCLLWSRAXTTKCLLHGKR
1250 1260 1270 1280 1290 1300 1310

Page 7
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Results file 09972467-2-289-478-ab037733.res made by jdelaval on Thu 20 Jun 102 6:16:171

Query sequence being compared:US-09-972-467-2 (289-478)

Number of sequences searched:
Number of scores above cutoff:

6
6

Results of the initial comparison of US-09-972-467-2 (289-478) with:

20
32

File ab037733.seq

100-
N -
U 50-
R -
o -
F 10-
s -
E 5- *
o -
U -
E -
N -
c -
E -
S [l

| | | | [ | |
SCORE 0 21 42 63 | 84 106 127
STDEV 1
PARAMETERS

Similarity matrix Unitary K-tuple
Translation Frame 6
Mismatch penalty 1 Joining penalty
Gap penalty 1.00 Window size
2ap size penalty 0.05

off score 0

idomization group 0

SEARCH STATISTICS

Scores: Mean

37

Times: CPU
00:00:00.00

Number of residues:
Number of sequences searched:
Number of scores above cutoff:

Median Standard Deviation
9 74 .55
Total Elapsed
00:00:00.00
10271
6
[

The scores below are sorted by initial score.

Significance is calculated based

on initial score.

A 100% similar sequence to the query sequence was found:

Init. Opt.

Sequence Name Description Length Score Score Sig.

1. ab037733 TOIG of: ab037733 check: 480 1712 190 190 2.05 2
The 1list of other best scores is:
Init. Opt.
Sequence Name Description Length Score Score Sig. Frame
2. ab037733 TOIG of: ab037733 check: 480 1712 8 300 -0.39 4
3. ab037733 TOIG of: ab037733 check: 480 1712 . 8 34 -0.39 3
4. ab037733 TOIG of: ab037733 check: 480 1713 8 28 -0.39 1
5. ab037733 TOIG of: ab037733 check: 480 1711 7 37 -0.40 6
6. ab037733 TOIG of: ab037733 check: 480 1711 6 33 -0.42 5

1. US-09-972-467-2 (289-478)

ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
TOIG of: ab037733 check: 4803 from: 1 to: 5139
LOCUS AB037733 5139 bp mMRNA linear PRI 14-MAR-2000
DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
ACCESSION AB037733
VERSION AB037733.1 GI:7242978
KEYWORDS
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fh11767.
ORGANISM Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites) .

AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
TITLE prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
TITLE Direct Submission
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp.
URL:http://www. kazusa.or,jp/huge/, Tel:+81-438-52-3913,
. Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
source 1. .5139
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"
gene 1. .4417 -
/gene="KIAA1312"
CDS <1. .4417

/gene="KIAA1312"

/note="Start codon is not identified."

/codon_start=2

/product="KIAA1312 protein"

/protein_id="BAA92550.1"

/8b_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TULMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRODICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFY TNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
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QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEY SGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHOEKVT IQRCSEFPCPOWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRFE
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t

ORIGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score - 190 Optimized Score = 190 significance = 2.05
Residue Identity = 100% Matches = 190 Mismatches = 0
Gaps = 0 Conservative Substitutions = 0
Translation Frame= 2

NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNKPHIIYRRSAPQREPSTGRHACDT SEHKN
10 20 30 40 50 60 70

X 10
LSYPRFVEVLVVAD
[EANESARRRRNY
RHSKDKKKTRARKWGERINLAGDVAALNSGLATEAFSAYGNKTDNTREKRTHRRTKRFLSY PREVEVLVVAD
80 90 100 110 120 130 140

20 30 40 50 60 70 80
NRMVSYHGENLQHY ILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSK
| [EERRRANA P R e et b
NRMVSYHGENLQHYILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSTSFNAQTTLKNFCQWQHSK

150 160 170 180 190 200 210

90 100 110 120 130 140 150
NSPGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTIAHELGHVFNMPHDD
| { P1LLEIE] CECEECT T R L L L il
NSPGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAHELGHVFNMPHDD

220 230 240 250 260 270 280

160 170 180 X
NNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKC
PORCLELELEE e bt
NNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYGECLLNEPESRPYPLPVQLPGILYNVN

290 300 310 320 330 340 350 360

KQCELIFGPGSQVCPYMMQCRRLWCNNVNGVHKGCRTQHT PWADGT ECEPGKHCKYGFCVPKEMDVPVTDGS
370 380 390 400 410 420 430

WGSWSPFGTCSRTCGGGIKTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHF
440 450 460 470 480 490 500

NINGLLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLCRQAGCDHVLN
510 520 530 540 550 560 570

SKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVRQHSFSGETDDDNY LALSSSKGEFL
580 590 600 610 620 630 640

LNGNFVVTMAKREIRIGNAVVEYSGSETAVERINSTDRIEQELLLQVLSVGKLYNPDVRY SFNIPTEDKPQQ
650 660 670 680 690 700 710 720

FYWNSHGPWQACSKPCQGERKRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQ
730 740 750 760 770 780 790

CGLGYRTLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCDGGTQRRRA
mow 810 820 830 840 850 860

HO<zemzo<bccmxoemomx<eHoxommmvovozxwnUzmmor<eoaNQ:wmw0<200momcmrzcwzncvm
870 880 890 900 910 920 930

ewmemzoqooomm0>m20}ﬂmsmoom<eanO<0bm><wnHHOG~Zm<<UUZUOZ>>ewvaoaocnmrvmox
940 950 960 970 980 990 1000

vmv>>mmewwme<m>mmeozmmom£evnm>eooxoewa<<m0xOmzmm<>Ummwnyervwv<>xmm0m<av
1010 1020 1030 1040 1050 1060 1070 1080

0002x>b02mm0m<enoommbawO<ZO<Z&mUm<HUWWMOUOU«HMHHUOUOmvaOMOmHvummr>0:vm0
1090 1100 1110 1120 1130 1140 1150

NEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGY TANDCVERIKPDEQRACESGP
1160 1170 1180 1190 1200 1210 1220

Omoz><mzzomnexFOOOOHwewb<<oommzommmmomeMHarmvowmoozembnvmo>>£mqmv2mmnm
1230 1240 1250 1260 1270 1280 1290

VSCGRGHKQRNVYCMAKDGSHLES
1300 1310 1320
2. US-09-972-467-2 (289-478)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
TOIG of: ab037733 check: 4803 from: 1 to: 5139
LOCUS >wow<<uw 5139 bp mRNA linear PRI 14-MAR-2000

DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
ACCESSION AB037733

VERSION AB037733.1 GI:7242978
KEYWORDS
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus

clone:fhl11767.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites)
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
TITLE prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
TITLE Direct Submission
JOURNAL submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
source 1. .5139
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"

gene 1. .4417
/gene="KIAA1312"

CDS <1l. .4417
/gene="KIAA1312"

/note="Start codon is not identified."

/codon_start=2

/product="KIAA1312 protein”

/protein_id="BAA92550.1"

/db_xref="GI1:7242979"
\ﬁHmstmnH05n=zwm:e><HmrommzrmemzmmUOO<MHmvbomZOMOMONMMOzx
m:HH<xmm>mowmvmeom=>ocemmmxzwmmxcxxxew»xximmmH2b>oc<>>rzmo
r>em>wm><ozxeczemmxxemmmaxwmrmmvxm<m<r<<>ozzz<m<momzr0:<Hr
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
mooH::Oe><rrewOUHOw>m0xoueror>mbmaHOO@&WMOWHmmchFme>maH>=
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ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMOCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQODTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEY SGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPOPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPT SMQTCQQOPECASWQAGPWGQCSVTCGOGYOLR
$<%OHHQH&ZW<<UUZDOZ>>%WEHUHOUOMbvaIvUvPPGMHmwma&mwwweOme
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQOWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY I PETDQDCSMSPCPORTPDSGL
AQHPFONEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVOORHVGCQTGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
SE COUNT 1471 a 1112 ¢ 1362 g 1194 t
IGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score = 8 Optimized Score = 30 significance = -0.39
Residue Identity = 19% Matches = 45 Mismatches = 112
Gaps = 79 Conservative Substitutions = 0
Translation Frame= 4

MITTGLLPLKRVXISIVHRKIYEKMVLEILRILXKIIFFLXSCLLNRHNTSGSXKGFVCPLOCFKTKNFSPH
10 20 30 40 50 60 70

wo<mxmmHP<OHMmrmeHmmoz>mw=woZ>HwQ<NmHbbvmmmzoxm<e<>HmwOOHvoeeHmmwexbmmm
80 90 100 110 120 130 140

Hmomwzmrovrxxﬂbr<>zwemxxHemnxmmoaxmmmrHWPMFOHOOHrbzmmxmb<mxme<mmoxmmoxwo
150 160 170 1180 190 200 210

<m=Hv>rHv0bHvbvbmomnxbcco&mmocoHmUmmm<Hoewmomoerbmmmemnhremow>vOHWMﬁhmm
220 230 240 250 260 270 280

emeerw<bmvmm0<b<mmo:mw>b0<xmnmm®v20m5m0m0b<%mhmm<mr>Hb0<vHxO©e0rOOemmmoo
290 300 310 320 330 340 350 360

X
LSYPRFV
|
em:xrowm>mmrombvvmmmbomomr>m0r0xmrmbevmmbzoxewNOPOvmwomemmmromm<rm>»mom
370 380 390 400 410 420 X 430

10 20 30 40 50 60
EVLVVADNR--------- MVSYHGENL- - -QHY ILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGP -
| | | | | |11 | | | ol
QACVLHCSRSGGLSRISQLKSGNRSPLDRXQTTSLVLMPPPHSLVHSP-- - -~~~ -~~~ QLPXAHXGQ-GPD
440 450 460 470 480 490

70 80 90 100 110 120
..... SISFNAQTTLKNFCQWQHSKNSPGGIHHDT - - - - - - - -AVLLTRQDICRAH- - - - DKCDTLGLAELG
[ { | | | | I | BENN
SQALCSSGFILST---~--~- OSFAVYPFSSXHTTTRRWDPPAQVLEHAPQGPVLHWFPPSTWVRLGLALRG
500 510 520 530 540 550

130 140 150 160 170
TICDPYRSCSISEDSGLSTAFTIAHELGHVFNMPHDDNNKCKEEGVKSPQH =~ - === --~ -~~~ VMAPT
| | ol | | !
...... RXSS--FWKGC- - - - -XAKPLSGVLXGHGDMEQSWSVSGIXSWSHSLRS ITHSLXLTHITCRVALP
560 570 580 590 600 610

180 X
LNFYTNPWMWSKC
| I
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CPOVTEQELQSKAFHCPQGVTEHSSFATGLGRVAQALS SATEPFSSRQLTYLIRVPFPQVAEHGVQDPNRHW
620 630 640 650 660 670 680

VLGALYVLLLVSGAAGGGXHDGNSQSWVSVGLVAALQSLSSTTDIXVPMMHFTALSWY PCPQVTLHCPQGPA
690 700 710 720 730 740 750

CQODAHSGCXQVCIDVGLVSGSHILSFNRSSPNXHQTWRCLCPFPQVTKHSDQSPDFHCGQGNSLHLXMVTES
760 770 780 790 800 810 820 830

xo<mrbmmmewww<reoHwbrb2<vvm0rmmmm<o>mxwomv<bmmmmmmmmrbnbnzrbONvmmewm<mmm
840 850 860 870 880 890 900

SLLYLAQXMSNVRXPKPHWALHSLLLATCHLRSQSVPQGSVMC PGWGSRSHLXSETVSXSDSLVQTSFRFRS
910 920 930 940 950 960 970

PWQGLLHACHGPXLFQXNCXGLSSIGILKEXRTSGLYNFPTDKTXSKSSCSMRSVELILSTAVSDPLYSTTA
980 990 1000 1010 1020 1030 1040

FPMRISLLAIVTTKFPFSKNSPLLLDKAKXLSSSVSPEKLCCRTSILVAPAGIRTTVLXPXCTVLNVPATVL
1050 1060 1070 1080 1090 1100 1110

HEELSPPQTPHLSLRAFEFKTXSHPACRQRPWTQISFVSWPQGVPSITLSRSXXXAVFPATLONNLHRSFIR
1120 . 1130 1140 1150 1160 1170 1180 1190

IPLYLGTQRTLGSRPLMLKCFPSKXAHCSSRKSRFCLRHGSVLODLNFILRPTQYFPPFFGSGLLHSRMAVL
1200 1210 1220 1230 1240 1250 1260

MPPPHVLEQVPKGLQLPQDPSVTGTSISLGTQNPYLQCFPGSHSVPSAQGVCXVRQPLCTPLTLLHQSRLHC
1270 1280 1290 1300 1310 1320 1330

IIYGHTXEPGPKINSHCLFTLXRMPGSWTGKGXGLDSGSLSKHSPXPVSKNSVIYFRLHFDHIQGLVXKFSV
1340 1350 1360 1370 1380 1390 1400

GAMTCWGLLTPSSLHLLLSSXGMLNTWPSSWAIVKAVLNPLSSLIEQLLXGSQMVPSSARPKVSHLSXALQI
1410 1420 1430 1440 1450 1460 1470

SCLVKRTAVSXWIPPGLFFECCHWQKFFNVVXALKDMEGPSCSLXITIKFTITILIKFPILGSLXIEATIDI
1480 1490 1500 1510 1520 1530 1540 1550

KVKIXCXRFSPWYETILLSATTKTSTNRGXDKKRFVLLWVLFSLVLSVLLPXAENASVAKPLFNAATSPARL
1560 1570 1580 1590 1600 1610 1620

ILSPH

3. US-09-972-467-2 (289-478)

ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
TOIG of: ab037733 check: 4803 from: 1 to: 5139
LOCUS AB037733 5139 bp MRNA linear PRI 14-MAR-2000

DEFINITION Homo sapiens mRNA for KIAAl312 protein, partial cds.
ACCESSION AB037733

VERSION AB037733.1 GI:7242978
KEYWORDS
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus

clone:fhl1767.

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

REFERENCE 1 (sites)

AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.

TITLE pPrediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro ’

JOURNAL DNA Res. 7 (1), 65-73 (2000)

MEDLINE 20181126

REFERENCE 2 (bases 1 to 5139)

AUTHORS Ohara,0., Nagase,T. and Kikuno,R.

TITLE Direct Submission

JOURNAL Submitted (31-JAN-2000) Osamu OChara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
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292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
source 1. .5139
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone="fhl11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus”

gene 1. .4417
/gene="KIAA1312"
Cpbs <1l. .4417

/gene="KIAAl1312"
/note="Start codon is not identified."
/codon_start=2
/product="KIAA1312 protein”
/protein_id="BAA82550.1"
/db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKYITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRYSAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRFE
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDODCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLY TWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t

RIGIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score = 8 Optimized Score = 34 significance = -0.39
Residue Identity = 22% Matches = 45 Mismatches = 128
Gaps - 25 Conservative Substitutions = 0
Translation Frame= 3

GSLNTVEFXXRTGASCSAEWQGTQPTISFETEXXMELLVARTQMISVSRAFAGKLDAIMFXTQKPGEINVGF
520 530 540 550 560 570 580

VVAIILHAKQWQEHLIQYIMVTILWSEFQLVLPILMCGSTVSQGKQTMTTTXLYQAVKVNSCXMETLLSQWP
590 600 610 620 630 640 650

KGKFALGMLWXSTVGPRLPXKELTQQIALSKNFCFRFCRWESCTTPMYAILSIFQLKINLSSFTGTVMGHGK
660 670 680 690 700 710 720 730

HAVNPAKGNGNENLFAPGNLISLLFLIKDAIGCPSLDTLLNPVVQTVTXGGMLPAGVNVVPSVAWVTAHWTS
740 750 760 770 780 790 800

TVPNIAGWMGRLRRLMMVFAAATIPNQATVKNAQGNVTRVAGAILPGLNVOKAVTVGPRGEGLFVSTPEMMYW
810 820 830 840 850 860 870

MTANAHIKRKLPFRGAVSSLVHSGNLETGQSAWSPVEKGISTARSGVSLVKIDXMIECVTLRPSQHLCRLVS
880 890 900 910 920 930 940
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SRNVHPGRRVPGDSAVSLVDRDTSXEQXNASLGLICQWXMTMTVMQQLDQLIPRTVNYHRVILPQLPRKRGE
950 960 970 980 990 1000 1010

AHTVHQEPSGDLGLGPHAQPLVGKVPGXDT SAAEMRMALWLTRVPVLPCLDQWORKNVLXHPVGNGRPWTGA
1020 1030 1040 1050 1060 1070 1080 1090

LALXPVGKVGQPGKXCVSTTVTTXSIGVSVTRIISQKLTRTVPCHHALKGPQTVAXLSTPSKMRTIVPGAPA
1100 1110 1120 1130 1140 1150 1160

PAAPMCSVETSGELAPGEHVPVPVLADPSGVLLYVRMKMDT PQTTVWREXNLMSKEPVNPALVLSGLMATGE
1170 1180 1190 1200 1210 1220 1230

SALSCVVEAXEQDWWSVSGPTVNGFQIXAVKFLINLPIVSSVTHMLVHTTLHGVLALGARVLSLVVEGINNE
1240 1250 1260 1270 1280 1290 1300

MFTAWQKMEAIXKVITVSTWLSHMGTESAEEEDAPNGKLALGVSALCPVAEAY SRGMWAVRSEHTKXPERPS
1310 1320 1330 1340 1350 1360 1370

ATHTPDRSRNATAKAHGVPSTLGGQRNGKNAPRPAAKAPGTARWCVWMT TKTRCMGHAVTXASGRWTVKAVYV
1380 1390 1400 1410 1420 1430 1440 1450

X
LSYPRFVE
o |
CNPASMSGSQENGQRYRPGNCNHROLSHGLRVAEGXVEGXVQECGRLEATRPICHCELCVFXQVLSFP-KLE
1460 1470 1480 1490 1500 1510 X 1520

10 20 30 40 50 60 70
VLVVADNRMVSYHGENLQHYIL- -TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKN
Il | FLere | | | | | |
FLVCKAGEMXEMVSKSLQVY ILXFTLMS - - - YWHKEETITGAAN- - -SXDAVRCLKTVKYKKILXCQGYNKE

1530 1540 1550 1560 1570 1580

80 90 100 110 120 130 140
FCQ-WQHSKNSPGGIHHDTAVLLTRQ-DICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAF - TIAHE
ool | S I | [ [
RWQLXQTSTCCVKG--~--- AESLSLQLWPCRNVVXRYQTXFFKRGXKSGLVCEISXLENGGXNFWFXNIVRG

1590 1600 1610 1620 1630 1640 1650

150 160 170 180 190
LGHVF - NMPHDDNNKCKEEGVK - - SPQHVMAPTLNFYTNPWMWSKC
11 . | [y
KQTPFMNQMCCACLTNSFRGRKXFSIISEVSQVPFF---- - HISSCAQCLSRPFLMVINQXXS
1660 1670 1680 1690 X 1700 1710

4. US-09-972-467-2 (289-478)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
TOIG of: ab037733 check: 4803 from: 1 to: 5139
LOCUS AB037733 5139 bp mRNA linear PRI 14-MAR-2000

DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
ACCESSION  AB037733

VERSION AB037733.1 GI:7242978
KEYWORDS
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus

clone:fhl1767.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites)
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
TITLE prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara, 0., Nagase,T. and Kikuno,R.
TITLE Direct Submission
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
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292-0812, Japan (E-mail:cdnainfo@kazusa.or.jip, SASRQOSDRWNSLWPGHKXYLCPGPLPASWMRSCFKLKSPERXMWGLWWRXFFMQONSGRNIXYSTLWLQYCGP
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913, 550 560 570 580 590 600 610
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers NSSWCYQYXCAAAQFLRGNRRXQLLSFIKQXRXILAKWKLCCHNGQKGNSHWECCGRVQWVRDCRRKNXLNR
source 1. .5139 620 630 640 650 660 670 680
/organism="Homo sapiens"
/db_xref="taxon:9606" SHXARTFASGFVGGKVVQPRCTLFFQYSNXRXTSAVLLEQSWAMASMOXTLPRGTETKTCLHQGIXSAYCFX
+ /clone="fhl1767" 690 700 710 720 730 740 750
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"” SKMRSAAPAWTHY XTLWYRLXPEVACCQQOEXMXCPVWLGLPHIGHLLCQIXQAGWEDXEGXXWFLQQPSQTK
gene 1. .4417 760 770 780 790 800 810 820
/gene="KIAA1312"
CDS <1. .4417 OPXKMLRGMXHGWLALFCLDXMFKKLXRWDPEEKGYLCQYPKXCTGXQQMHTSRESYHSEVQXVPLSTVEIW
/gene="KIAA1312" 830 840 850 860 870 880 890 900
/note="Start codon is not identified." N
/codon_start=2 RLVRVLGHLWKRAXAPPGLVSVWXRSIKXXNVXPXDQANIYADLSAAGMCILAGGSLGTVQCHLWTGIPAKS
s/product="KIAA1312 protein" 910 920 930 940 950 960 970
/protein_id="BAA92550.1"
/db_xref="GI:7242979" SEMHHWDLYVSGRXQXLXCSNXTNXYPGLXITIMSSSPSCPGNEEKHIQCTKNPVAIWVLDPMLSHLWERYP
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK 980 990 1000 1010 1020 1030 1040
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL X
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS LSYPRFVE
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH [
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFY TNPWMWSKCSRKYITEFLDTGYG . DEIRQLPRXEWLCGXRECLCYPAXTSGKGRMFCDT LWAMEGLGLELLLCDLWARXGNPASDVCQLQXPRDRS
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH 1050 1060 1070 1080 1090 1100 1110
KGCRTQHT PWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING 10 20 30 40 50 60
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC VLVVADNRMVSYHGENLQHY ILTLMSIVASIYKDP----SIGNL---INIVIVNLIVIHNEQ-----~- DGPS
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR | l (] | | 111 | | |
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN EXVXPGLYPRNXPG--LFH--VIMPS------ KDPRQWLSSAPLPKXGLSSPERQPQPHPCARWKPVENWPL
STDRIEQELLLOVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER 1120 1130 1140 1150 1160 1170
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRYSAWTECSKSCD 70 80 S0 100 110 120 130
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPOWKSGDWSECLVTCGKGH IS-==-==-=-= FNAQTTLKNFCQWQHSKNSPGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCS
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGOGYQLR | | [ | | [ i I}
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRE GSMFQYLCWRIPAACCCMSGXKWIHRKRLCGENKTXXAKSL------~ XIRPLSSVGLWQLGRVHXAVWWRH
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD 1180 1190 1200 1210 1220 1230 1240
WSSCSVTCGOGRATRQVMCVNY SDHVIDRSECDQDY IPETDODCSMSPCPORTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQORRVVVCODENGYT 140 150 160 170 180 X
ANDCVERIKPDEQRACESGPCPOWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL ISEDSGLSTAFTIAHELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWS - - - - - KC
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES 111 | | | I} 11
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQORHVGCQIGTHKIARETE KNKTGGLSAVQRXTVSRFELXNSXXTSRSXAVXHTCLSTRRCMEYWPLELVFCLLWSRAXTTKCLLHGKRWK
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR 1250 1260 1270 1280 1290 1300 1310
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t PFRKXLLXAPGXATWAQKVPRRKMPOMESWRLESVLCVLWPRRTAEACGLSDRNTQNSQRDRVQOPIHQTGVG
ORIGIN 1320 1330 1340 1350 1360 1370 1380
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 .. TRLPRPTVSPLHLEGRGMARMHQDLRRRLQVPQGGVCGXQQKRGAWGTLXREQAAGGPXKLXFATLRVCLDH
1390 1400 1410 1420 1430 1440 1450 1460
-ial Score = 8 Optimized Score = 28 Significance = -0.39
idue Identity = 17% Matches = 38 Mismatches = 135 RRMVRGTVLGTVTIVSSAMAXEWQRDEWRDECRNVGDLRLPARFATVNCVFSDKSSAFPSXNSLYAKRERCK
aps = 43 Conservative Substitutions = 0 1470 1480 1490 1500 1510 1520 1530
Translation Frame= 1
RWSLSPFRSTFCDSPXCPIGIKKKLLOGLQTHRMLXGAXRQLSIRKYCSARDTTRRDGNCDKLAHAVXREQN
CLWXXDGQHKRKEDPQKDKTFFILSTVCRSLGGGRQONGFIPWRKPSTLYFNFNVNCSLYLXRPKYWKENXY 1540 1550 1560 1570 1580 1590 1600
110 120 136 140 150 160 170 180
LFHSSCGHAEMWSSVTRPDFSREAKNLDXYVRFPNLKMGAEIFGFKTLXGANKPLSXTRCVVPVXQTASEEE
CYCELNCDSXXTGWAFHIFXCSDNIKKLLPVAAFEEQSRWNPSXYCCSLNKTGYLQSSROMXYLRPGXTGNH 1610 1620 1630 1640 1650 1660 1670
190 200 210 220 230 240 250
NNFLXYPKYLKYHFFIYLPVHNAYLDPFXWXXTSSNH
LXSLXKLFYXXRXWIEYSFYDRPXAGPCVXHASXXQQOMXRRRSXESPACHGSNTELLHOPLDVVKVXSKIY 1680 1690 1700 1710
260 270 280 290 300 310 320
HXVFRHWLWRVFAXRTXIQTLPFACPTARHPLQREXTMXIDFWTRFSGVPIYDAVQTALVQXRQWSTQRLPD 5. US-09-972-467-2 (289-478)
330 340 350 360 370 380 390 ab037733 © TOIG of: ab037733 check: 4803 from: 1 to: 5139
SAHTLGRWDGVRAWKALQVWILCSQORNGCPRDRWILGKLESLWNLLONMWRGHONSHSRVQQTRTKKWWKIL TOIG of: ab037733 check: 4803 from: 1 to: 5139
400 410 420 430 440 450 460
LOCUS AB037733 5139 bp mRNA linear PRI 14-MAR-2000
CRTXNEIXVLQHGAMSOAEARLPRXTVCSLXREAFXHQRSASQCALGPXIQWNSDEGPVQVVLQSGREHSLL DEFINITION Homo sapiens mRNA for KIAAl1312 protein, partial cds.
470 480 490 500 510 520 530 540 ACCESSION AB037733
VERSION AB037733.1 GI:7242978
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REFERENCE
AUTHORS
TITLE
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REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

gene

CDS

BASE COUNT
ORIGIN

AB037733

Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fhl1767.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites)
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Ohara,0., Nagase,T. and Kikuno,R.
Direct Submission
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
Location/Qualifiers
1. .5139
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"
1. .4417
/9ene="KIAA1312"
<l. .4417
/gene="KIAA1312"
/note="Start codon is not identified."
/codon_start=2
/product="KIAA1312 protein"
/protein_id="BAA92550.1"
/db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHITYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCOWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKYITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI
KTATRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKRETRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRYSAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRF
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLY TWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLOQPCEYVWITGEWSEVPSWEL"
1471 a 1112 ¢ 1362 g 1194 t

Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score - 7 Optimized Score = 37 sSignificance = -0.40

Residue Iden

Gaps

Translation
»

tity = 23% Matches = 49 Mismatches = 137
- 25 Conservative Substitutions = 0
Frame= 6

09972467-2-289-478-ab037733.res

DYYWFITIKKGLDKHCAQEDIXKNGTXDTSDIIENYFLPLKLFVKQAQHIWFMKGVCLPLTMFXNQKFQPPF
10 20 30 40 50 60 70

X 10 20 30
LSYPRFVEVLV-VADNRMVSYHGENLQHYILT - LMS

Il Pt | I
SSXEISHTSPDFXPLLKNQVWXRXTTFLHGHSWSERDSAPFTQHVLVCHSCHLSLLYPWHYNIFLYLTVFRH

80 90 100 110 120 130 140
40 50 60 70 80 90
IVAS-IYKDP-SIGNLINIVIVNLIVIHNEQDGPSIS- -FNAQTT- - - - - - LKNFCQWQHSKNSPGGIHHDT
il [ | | I [ I |
LTASYEFAAPVIISSLCQXDIKVNHRMXTXRDLETISY ISPALHTRNSSLGKLRTCQKTHS - -SQWQI -GRV
150 160 170 180 190 200 210
100 110 120 130 140 150
AVLLTRODICRAHDKCDTL------- GLAELGTICDPYRSCSISEDSGL-STAFTIAHELGHVENMP - HDDN
(! Il 1 | [y Ay bl [
ASSLPHSCTHPSTHPSATLRPWLSXRWLQFPGRYLXP - FSCDPDILAGLQTTAFTVHRPLAHVTACPMHLVF
220 230 240 250 260 270 280
160 170 180 190

NKCKEEGVKSPQHVMAPTLNFYTNPWMWSKC
I | | |
VVIHTHHLAVPGAFAAGLGAFLPFLCPPSVEGTPWALAVAFRLRSGVWVALGLSGYFVCSDLTABMPLLYAS
290 300 310 X 320 330 340 350

ATGHRALTPSASFPFGASSSSALSVPMWLSQVLTVITFXMASIFCHAVNISLFMPSTTRDRTRAPRASTPCS
360 370 380 390 400 410 420

VVWTSMCVTLLTIGRFIKNFTAQIWKPFTVGPLTDHQSCSYASTTQLSALSPVAISPLRTRAGFTGSLLIRF
430 440 450 460 470 480 490 500

YSLHTVVCGVSIFILTYNNTPLGSASTGTGTCSPGASSPLVSTEHMGAAGAGAPGT IVLILEGVLSXATVWG
510 520 530 540 550 560 570

PLRAWXHGTVLVSFWDIILVTLTPIDHVVTVVDTHHLPGCPTLPTGHRARAPVQGLPLPTGCHRTFFLCHWS
580 590 600 610 620 630 640

RQGSTGTLVSHRAILISAADVSHPGTFPTSGXAWGPRPKSPLGSWCTVCASPRFRGSWGRMTXWXFTVLGIS
650 660 670 680 690 700 710

WSSCCITVIVIYHXHISPNDAFHCSXLVSLSTSDTALSPGTRLPGCTFRLLTSLHRCWLGLRVTHSIIXSIF
720 730 740 750 760 770 780

TKLTPDLAVLMPFSTGDQALXPVSRFPLWTRELTAPLNGNFLLMCAFAVIQYIISGIDTNSPSPLGPTVTAF
790 800 810 820 830 840 850 860

XTFSPGRIAPATRVIFPXAFFTVAWFGMAAAKT IINLLSLPIQPATIFGTVDVQCAVTQATLGTTFTPAGNMP
870 880 890 900 910 920 930

PQVTVCTTGFSNVSRLGQPIASLIRNSKLIRFPGANKFSFPFPLAGFTACLPWPMTVPVKLLRFIFNWNIER
940 950 960 970 980 990 1000

IAYIGVVQLSHRONLKQKFLLNAICXVNSFYGSLGPTVLYHSIPNANFPFGHCDNKVSIXQEFTFTAXXSXV
1010 1020 1030 1040 1050 1060 1070

VVIVCFPXETVLPHINIGSTSWNSDHSIVTIMYCIKCSCHCFAXRITIATTNPTFISPGFXVXNMIASSLPAK
1080 1090 1100 1110 1120 1130 1140

ALDTDIICVLATRSSIYHSVSKLIVGCVPCHSAEQLAPVLHQONSTVFRDPAHIGKQTVDVKMLPVKVSTLFI
1150 1160 1170 1180 1190 1200 1210 1220

SEVSLLLETWLRVAGLKFHSTSYTVFSTIFWFWSVALSNGCFDAPSTCSGAGSKGTPTSPGSICHGDIHRFFG
1230 1240 1250 1260 1270 1280 1290

NTKSILAVLSRLALRPIGPGCVL
1300 1310

6. US-09-972-467-2 (289-478)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
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TOIG of: ab037733 check: 4803 from: 1 to: 5139
Initial Score - 6 Optimized Score = 33 Significance = -0.42
LOCUS AB037733 5139 bp mMRNA linear PRI 14-MAR-2000 Residue Identity = 21% Matches = 47 Mismatches = 125
DEFINITION Homo sapiens mRNA for KIAAl312 protein, partial cds. Gaps = 45 Conservative Substitutions = 0
ACCESSION AB037733 Translation Frame= 5
VERSION AB037733.1 GI:7242978
KEYWORDS XLLLVYYHXKGSRXALCTGRYMKKWYLRYFGYYRKLFSSSEAVCXTGTTHLVHERGLFAPYNVLKPKISAPI
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus 10 20 30 40 50 60 70
clone:fhl11767. .
ORGANISM Homo sapiens X 10 20 30 40 50
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; LSY-PRF- -VEVLVVADNRMVSYHGENLQHYILTLMSIVASIYKDPS----IGNLINIVIVN-L
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. ) Il [ | | Il bl | [
REFERENCE 1 (sites) FKLGNLTYXSRFLASLEKSGLVTLD- -HISAWPQLEXKRFCSLHTACASLSQLPSLLVVSLALQYFLILNCL
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O. 80 90 100 110 120 130 140
TITLE Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which: 60 70 80 90 100 110
code for large proteins in vitro IVIHNEQDGPSISFNAQTTLKNFCQWQH - - - SKNSPGGIHHDTAVLLTRQDICRAHDKCDTLGLAE----- -
JOURNAL  DNA Res. 7 (1), 65-73 (2000) ] | | | | [ | Il | | I
MEDLINE 20181126 QAPHSILXVCSPCNN----- FFFMPIGHQGESQNVDLKGLRD- -HLL- - ~-HLSRFAYKEFXLGKAEDLSENT
REFERENCE 2 (bases 1 to 5139) 150 160 170 180 190 200
AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
TITLE Direct Submission 120 130 140 150 160 170 180
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute, | = ------- LGTICDPYRSCSISEDSGLSTAFTIAHELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNP
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba | | (| (] [ | | |
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp, QFTVANRAGSLKSPTFLHS -SLHSSLCHSQAMA-EL- ~ - -TMVTVPRTVPLT ILLXSRHTRRVANY SFHGPP
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913, 210 220 230 240 250 260 270
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers 190
source 1. .5139 WMWSKC
/organism="Homo sapiens"
/db_xref="taxon:9606" AACSRHSVPHAPRFCCHPHTPPCGTWSLRRRSWCILAIPLPSKCRGDTVGLGSRVPTPVWCMGCTRSLWLFC
/clone="fh11767" X 280 290 300 310 320 330 340
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus™" VFRSDSPHASAVRLGHRTQSTDSKRQLSIWGIFLLGTFCAHVAXPGAYSNHFLNGFHLLPCSKHFVVYALDH
gene 1. .4417 350 360 370 380 390 400 410
/gene="KIAA1312"
CcDS <1. .4417 KRQNTSSKGQYSMQRRVDKHVCYTAHDREVYQEFHSSNLETVHRWTADRPPVLFLCLHHTAXCTLPSCHKPT
/gene="KIAA1312" 420 430 440 450 460 470 480
/note="Start codon is not identified."
/codon_start=2 EDKGRIHRLFAHQVLFSPHSRLRCIHFHPDIQQHAAGIRQHRYWNMLPRGQFSTGFHRAHGCGWGWRSGDDS
/product="KIAA1312 protein” 490 500 510 520 530 540 550
/protein_id="BAA92550.1" -
/db_xref="GI:7242979" PHFGRGAELSHCLGSFEGMVTWNSPGOFLGYNPGHTHSDRSRGHCSXHTSLAGLPYLAHRSQSKSSSPRPST
\nHmamwmnHo:u=Zmm:e><Hmrnmm:rmewxm:oooﬂmHmvbOmZUMOMOMMMOZN 560 570 580 590 600 610 620 630
PHITYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL AHRVSQNILPLPLVXAGXHRHSRQPQSHSHLGSXRISSGYLSHKWLSMGSKTQIATGFLVHCMCFSSFPGQL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCOWQHSKNS 640 650 660 670 680 690 700
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG GEDDMMVIHSPGYQLVXLLHYSHCHLPLTYKSQXCISLLLAGIPVHKXHCTVPRDPPARMHI PAADKSAXML
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH 710 720 730 740 750 760 770
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING . AWSQGHTFYHLIDLHQTDTRPGGAYALFHRXPSTLTSLQISTVDKGTHCTSEWXLSLDVCICCHPVHHFGYX
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC 780 790 800 810 820 830 840
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKRETIRIGNAVVEYSGSETAVERIN HKXPFSSGSHRHSFLNIQSRONSASHPCYIPLSIFHGCLVWDGCCKNHHQPSQSSHPACY IWHSRCPMCGNP
mHUwHmomrbbo<bm<®xr&zvc<w<mmzHvHmuwv00ﬁ<22mm0v20>0mxvoonmm 850 860 870 880 890 900 3910
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD SHTGHY THSCWQHAT SGHSLYHRVQXCVQAGAADRIFDQKQXADQIPWCKQVFVSVPLGRVYCMLAMAHDCS
GGTQRRRAICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLVTCGKGH 3920 930 940 950 960 970 980 990
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRE SKTAEVYLQLEYXKNSVHRGCTTFPPTKPEAKVLAQCDLLSXFFLRQSRTHCTLPQHSQCEFPFWPLXQQSF
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD 1000 1010 1020 1030 1040 1050 1060
zmmom<eoooowwawo<zo<z<mom<HUmmmoooowHvmeoooanmwovowemUmmb
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCODENGYT HLARIHLYCLIKLSSCHRLFPLRNCAAAHQYWXHQLEFGPQYCNHNVLY XMFLPLFCMKNYRHHKPHTYLSG
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL 1070 1080 1090 1100 1110 1120 1130
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHK IARETE LLSLKHDRIQLAGKGPGHRYHLCPGHKEFHLSLCLEADSRLCSLPLCRTTCTGPSSEFHCIXGPSAHWEADR
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR 1140 1150 1160 1170 1180 1190 1200
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t XCXNASRQSEHTVHLGSLASAXDMAPCCRTXISFYVLHSIFHHFLVLVCCTLEWLFXCPLHMFWSRFQRD
ORIGIN 1210 1220 1230 1240 1250 1260 1270
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 ..
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> 0 <
O] 10O 1IntelliGenetics Init. Opt.
>0 < Sequence Name Description Length Score Score Sig. Frame
FastDB - Fast Pairwise Comparison of Sequences **+% 2 standard deviations above mean ****
Release 5.4 1. ab037733 TOIG of: ab037733 check: 480 1712 1471 1471 2.04 2
**xx+" ( standard deviation from mean **%*
Results file 09972467-2-ab037733.res made by jdelaval on Thu 20 Jun 102 6:12:58-PDT. 2. ab037733 TOIG of: ab037733 check: 480 1713 10 219 -0.41 1
3. ab037733 TOIG of: ab037733 check: 480 1711 8. 228 -0.41 5
4. ab037733 TOIG of: ab037733 check: 480 1712 8 80 -0.41 3
Query sequence being compared:US-09-972-467-2 (1-1629) 5. ab037733 TOIG of: ab037733 check: 480 1712 8 154 -0.41 4
Number of sequences searched: 6 6. ab037733 TOIG of: ab037733 check: 480 1711 7 205 -0.41 6
Number of scores above cutoff: 6
Results of the initial comparison of US-09-972-467-2 (1-1629) with: 1. US-09-972-467-2 (1-1629)
File : ab037733.seq ’ ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
100- TOIG of: ab037733 check: 4803 from: 1 to: 5139
N - LOCUS ABQ37733 5139 bp MRNA linear PRI 14-MAR-2000
U 50- DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
- ACCESSION AB037733
- VERSION AB037733.1 GI:7242978
- KEYWORDS .
R - SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
- clone:fh11767.
[e] - ORGANISM Homo sapiens
F 10- Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
- Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
S - REFERENCE 1 (sites)
E 5% AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Q - TITLE Prediction of the coding sequences of unidentified human genes.
u - XVI. The complete sequences of 150 new cDNA clones from brain which
E - code for large proteins in vitro
N - JOURNAL DNA Res. 7 (1), 65-73 (2000)
C - MEDLINE 20181126
E - * REFERENCE 2 (bases 1 to 5139)
S [ ke L e aRab R L R AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
| | | [ i | | |1 } | TITLE Direct Submission
SCORE 0 163 327 490 | 654 817 981 1144| 1308 1471 JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
STDEV 1 2 Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
PARAMETERS Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
Similarity matrix Unitary K-tuple 2 source 1. .5139
Translation Frame 6 /organism="Homo sapiens"
Mismatch penalty 1 Joining penalty 20 /db_xref="taxon:9606"
Gap penalty 1.00 Window size 32 /clone="fh11767"
ap size penalty 0.05 /tissue_type="brain" °
nff score 0 /clone_lib="pBluescriptII SK plus”
omization group 0 gene 1. .4417
/gene="KIAA1312"
SEARCH STATISTICS CDS <1l. .4417
/gene="KIAA1312"
Scores: Mean Median Standard Deviation /note="start codon is not identified."”
252 9 597.19 /codon_start=2
/product="KIAA1312 protein”
Times: CPU Total Elapsed /protein_id="BAA92550.1"
00:00:00.00 00:00:00.00 /db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
Number of residues: 10271 PHITYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
Number of sequences searched: 6 LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
Number of scores above cutoff: 6 TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS

The scores below are sorted by initial score.
Significance is calculated based on initial score.

A 100% identical sequence to the query sequence was not found.

The list of best scores is:

PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKYITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMOCRRLWCNNVNGVH
KGCRTQHT PWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGODTNDICVQGLC
RQOAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
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KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR POV U e b e i e b bbb ik

TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD FRDEQCAHFDGKHFNINGLLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICV
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPOWKSGDWSECLVTCGKGH 500 510 520 530 540 550 560
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTOWRF 730 740 750 760 770 780 790
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD QGLCROAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVRQHSFSGETDD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDODCSMSPCPQRTPDSGL R R N R AR R R AN R R R R ANy, 1]
AQHPFQNEDY RPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT QGLCRQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVRQHSFSGETDD
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL 570 580 590 600 610 620 630
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE 800 810 820 830 840 850 860
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR DNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEY SGSETAVERINSTDRIEQELLLQVLSVGKLYNPDV
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL" [ARRERERE! RN N RN RN AR R R AN AR ANy
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t DNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEY SGSETAVERINSTDRIEQELLLQVLSVGKLYNPDV
ORIGIN 640 650 660 670 680 690 700
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 .. 870 880 890 900 910 920 930

w&mMZHWHMUNMOOG<ZmeOvZO>OmNvﬂommwxwxr<nHwmmUOPH<mUDNOUwFOOvO:HHM@OOHUQU

itial Score = 1471 Optimized Score = 1471 significance = 2.04 PEVEREEr et AR RN R R RN RN R RN NN A NNy
esidue Identity = 100% Matches = 1471 Mismatches = 0 wmmmzHmHmuxmoomxzzwmmvzovomwwnommmxmwb<nammmcore<moomncwrmommmHamanHUOU
Gaps = 0 Conservative Substitutions = 0 710 720 730 740 750 760 770
Translation Frame= 2
940 950 960 970 980 990 1000
10 20 30 40 50 60 70 bm21<ywmmmomwoomroxmebUHMO>x<mwronxemx<ocom0mm=vxvammxomomnzeomzz<m>£em

MQFVSWATLLTLLVRDLAEMGSPDAAAAVRKDRLHPRQVKLLETLSEYEIVSPIRVNALGEPFPTNVHFKRT AR NERRRRRRRRRRRARRE PErerent POCCEERrErrer ey e
LRWHVASRSECSAQCGLGYRTLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTE

80 90 100 110 120 130 140 780 . 7%0 800 810 820 830 840 850
RRSINSATDPWPAFASSSSSSTSSQAHY RLSAFGQQFLFNLTANAGFIAPLFTVTLLGTPGVNQTKFYSEEE

1010 1020 1030 1040 1050 1060 1070 1080
150 160 170 180 190 200 210 OmxmnvmmeowxwwH0<zew20<rvomxnemomx<eHowommwvovozxmmUtmm0r<&00wOmxmw0<£no
AELKHCFYKGYVNTNSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNKPHIIYRRSAPQREP NEEARRER R R RN R AR AR RRRRRRRRRREE RN R RN R AR AR R AR RRRNE!
PR LR R e il [RERARRNAE [RERERAR Omxmooomeowww>H0<zaNZU<bUUmwOHmomw<eHOmOmmmvnmotszUZWmor<e00xn=x=mo<ﬂno

NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNKPHITYRRSAPQREP 860 870 880 890 300 910 920
X 10 20 30 40 50
1090 1100 1110 1120 1130 1140 1150
220 230 240 250 260 270 280 FGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLRAVKCIIGTYMSVVDDNDCNAAT

STGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSGLATEAFSAYGNKTDNTREKRTHRRTKRF R RSN RN PECTOT TR e et et e
PEELELEEre et re b r e AR REE! FLELERLLDY FGEDRLNDRMCDPETKPTSMQTCQOPECASWOAGPWGQCSVTCGOGYQLRAVKCIIGTYMSVVDDNDCNAAT

STGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSGLATEAFSAYGNKTDNTREKRTHRRTKRF . 930 940 950 960 970 980 990
60 70 80 90 100 110 120 130
1160 1170 1180 1190 1200 1210 1220
290 300 310 320 330 340 350 360 mweeroombmmomvvmbbvmewmmammbmwaozxmomzemnw>aomxmem2m&<mnwcmznm<>cmm>n>e

LSYPRFVEVLVVADNRMVSYHGENLQHYILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNA ARERNRRRRRRRRRRERRRRRANE! PEErrind PEEi e e rerererenl
RN RN RN RN RN R R RN RN NN RN R RN N NN E Ny RPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRFGSWTPCSATCGKGTRMRY VSCRDENGSVADESACAT

LSYPRFVEVLVVADNRMVSYHGENLQHY ILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNA 1000 1010 1020 1030 1040 1050 1060
140 150 160 170 180 190 200
1230 1240 1250 1260 1270 1280 1290
370 380 390 400 410 420 430 LPRPVAKEECSVT PCGQWKALDWSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCP

QTTLKNFCQWQHSKNSPGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTI AR R R AR NN R AR RN ANAAY [RERARAN [ERERARRRRRNRE AN
et (ARARERRAREARRRRRRARE [NEERRE AR R RN AR AR R RN RN LPRPVAKEECSVTPCGQWKALDWSSCSVTCGOGRATROVMCVNY SDHV IDRSECDQDY IPETDODCSMSPCP

OTTLKNFCQWQHSKNSPGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTI 1070 1080 1090 1100 1110 1120 1130
210 220 230 240 250 260 270
1300 1310 1320 1330 1340 1350 1360
440 450 460 470 480 490 500 OwavaOb?O:ﬁMOZMU&W@mmvmwmme:<ronzozwamviovnmm60>OOmomw<<<nocm20<a>200<m

PR SRR bt FIELLLEL PLELELErererererd
RAERRN QRTPDSGLAQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCODENGYTANDCVE

AHELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFY TNPWMWSKCSRKY ITEFLDTGYGECLLNEPESRPY [
SARERRRARANY L PECEECRL R R it iy

AHELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYGECLLNEPESRPY 1140 1150 1160 1170 1180 1190 1200 1210
280 290 300 310 320 330 340

1370 1380 1390 1400 1410 1420 1430 1440

510 520 530 540 550 560 570 wHwvcm0m>0mmmMOQObemziomoexﬁomnoHwewr<<oommzomxwmorm0erwamemonze=>ﬂv

PLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVHKGCRTQHTPWADGT ECEPGKHCKYGF PEEEEEr e ettt er bbb et [ARERARE FEVLLLL AN
FELLEEE Ve e b b b b e b bbb e et i b et xwaUmowwommovnmOEb«OZﬂQMOHNFﬂQQQHmewr<<00wmzomwmmcbmnervawoxmoozazbnm

PLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVHKGCRTQHT PWADGTECEPGKHCKYGF 1220 1230 1240 1250 1260 1270 1280
350 360 370 380 390 400 410
1450 1460 1470 1480 1490 1500 1510
580 590 + 600 610 620 630 640 HDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLESDY CKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVS

CVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGIKTAIRECNRPEPKNGGKY CVGRRMKFKSCNTEPCLKQKRD : R R R R R R R NN RN R R NN RN A AN NNy el
I RN RN R R RN RN AR RN AR AR RN RN RR RN RRNN RN HDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLESDYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVS

CVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGIKTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRD 1290 1300 1310 © 1320 1330 1340 1350
420 430 440 450 460 470 480 490
1520 1530 1540 1550 1560 1570 1580
650 660 670 680 690 700 710 720 Omwm<oomm<mooHnemxH>wmemnzwxewvmmmmonoomwOﬁbwaszmmzomoeNeoomomm<mx<<0<c

RN R N A AR R AN R AR R A AR RN RN RN NN

mmcmoo}mmaoxmmzHzorrmz<mz<mx<moszxomoxrmom<>oze><<orxum<Homewooooeono< [ERANRARRRRRRRERRR
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CGRGVQQRHVGCQIGTHKIARETECNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVD KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHENING
1360 1370 1380 1390 1400 1410 1420 LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
1590 1600 1610 1620 X QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
DNKNEVHGARCDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
PELERPEE b e e b b et It KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
DNKNEVHGARCDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWELXPSSAQPWPESGRGMSGGMSAGMWETX TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
1430 1440 1450 1460 1470 1480 1490 GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQOQPECASWQAGPWGQCSVTCGQGYQLR
GYPPDLPLXTVCFLTSPQLSQARIPCMQSGRDVRDGLXVPSGLHSVIHLDVLLAXRRNYYRGCKLIGCCEVP AVKCTIIGTYMSVVDDNDCNAATRPTDTODCELPSCHPPPAAPETRRSTY SAPRTQWRF
1500 1510 1520 1530 1540 1550 1560 1570 GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
EDSXVXENIVVPGIQQGEMATVTNXHMLCEGSRISFTPAVAMQKCGLALPDLIFQERLK IWNTSMXDFLTXKW AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
1580 1530 1600 1610 1620 1630 1640 ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
GLKFLVLKHCKGOQTNPFHEPDVLCLFNKQLQRKKIIFYNIRSISSTIFSY IFLCTMLIXTLFNGNKPVVI DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
1650 1660 1670 1680 1690 1700 1710 CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t
2. US-09-972-467-2 (1-1629) ORIGIN
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803
OIG of: ab037733 check: 4803 from: 1 to: 5139
Initial Score = 10 Optimized Score = 219 Significance = -0.41
Locus AB037733 5139 bp mRNA linear PRI 14-MAR-2000 Residue Identity = 18% Matches = 314 Mismatches = 1055
DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds. Gaps = 371 Conservative Substitutions = 0
ACCESSION AB037733 Translation Frame= 1
VERSION AB037733.1 GI:7242978
KEYWORDS . QLRAHGRHQPLLRNAGHIPVSXWGLFYXTTTVYGXTRRXRGTKQTPHHLXAQRPPERALNRKACMXHLRTQK
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus 10 20 30 40 50 60 70
clone:fhl11767.
ORGANISM Homo sapiens XAQXRQEENQSKKMGRKDXPGWXRSSIKQRLSNRGIFCLWXXDGQHKRKEDPQKDKTFFILSTVCRSLGGGR
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 80 90 100 110 120 130 140
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites) X 10 20 30 40
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O. MQFVSWATLLTLLVR--------~-~ DLAEMGSPDAAAAVRKDRLHPRQVKLLETLSEY
TITLE Prediction of the coding sequences of unidentified human genes. | [ | | 111
XVI. The complete sequences of 150 new c¢cDNA clones from brain which QONGFIPWRKPSTLYFNFNVNCSLYLXRPKYWKFNXYCYCELNCDSXXTGWAFHIFXCSDNIKKLLPVAAFE
code for large proteins in vitro 150 160 170 180 190 200 210
JOURNAL DNA Res. 7 (1), 65-73 (2000) ‘
MEDLINE 20181126 50 60 70 80 90 100
REFERENCE 2 (bases 1 to 5139) EIVSPIRVNALGEPFPTN---------~- VHFKRTRRSINSATDPWPAF------ ASSSSSSTSSQAHYRLSA
AUTHORS  Ohara,0., Nagase,T. and Kikuno,R. | [ | | | I | |
TITLE Direct Submission ° E---QSRWNPSXYCCSLNKTGYLQSSROMXYLRPGXTGNHLXSLXKLFYXXRXWIEYSFYDRPXAGPCVXHA
JOURNAL Submitted (31-JAN-2000) Osamu OChara, Kazusa DNA Research Institute, 220 230 240 250 260 270 280
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp, 110 120 130 140 150 160 170
cwb“rﬂﬁv"\\tii.me:mm.On.uv\rﬁmm\\ Tel:+81-438-52-3913, FGQQFLFNLTANAGFIAPLFTVTLLGTPGVNQTKFYSEEEAELKHCFYKGYVNTNSEHTAVISLCSGMLGTF
Fax:+81-438-52-3914) { | [ | | | ) | }
CEATURES Location/Qualifiers SXXQQOMXRRRSXESPACHGSNTELLHQPLDVVKVXS - - ~KIYHXVFRHWLWRVFAXRT - XIQTLPFACPTA
source 1. .5139 290 300 310 320 . 330 340 350
/organism="Homo sapiens"
/db_xref="taxon:9606" 180 190 200 210 220 230 240
/clone="fh11767" RSHDGDYFIEPLQ-SMDEQEDEEEQNKPHIIYRRSAPQ-----~ REPSTGRHACDTSEHKNRHSKDKKKTRA
/tissue_type="brain" | 11 | Il [ [ [ |
/clone_lib="pBluescriptII SK plus" R-~==----- HPLQREXTMXTDFWTRFSGVPXIY - -DAVQTALVOXRQWSTQR- -LPDSAH--~-------~- TLG
gene 1. .4417. 360 370 380 390 400
/gene="KIAA1312"
Cbs <1. .4417 250 260 270 280 290
/gene="KIAA1312" RKWGERINLAGDVAALNS-------~---~ GLATEAFSAYGN- - -KTDNTREKRTHRRTKRFLSYPRFVEVL
/note="Start codon is not identified.” [ [ | | | [ I
/codon_start=2 RWDGVRAWKALQVWILCSQRNGCPRDRWILGKLESLWNLLONMWRGHQNSHSRVQQTRTK- -~~~ - KWWKIL
/product="KIAA1312 protein” 410 420 430 440 450 460
/protein_id="BAA92550.1"
/db_xref="GI:7242979" 300 310 320 330 340 350 360
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK VVADN-RMVSYHGENLQHYILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQ
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG | [ | 1| | i
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL CRTXNEIXVLQHGAMSQAEARLPRXTVCS~~----~~-- LXREAFXHQRSASQCALGPXIQWN----- SDEGP
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSTS¥NAQTTLKNFCOWQHSKNS 470 480 490 500 510 520
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFY TNPWMWSKCSRKY ITEFLDTGYG 370 380 390 400 410 420 430
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMOCRRLWCNNVNGVH WOHSKNSPGGIHHDTAVLL--TRQ-DICRAHDKCDTLGLAELGTICDPYRSC--~~-~- SISEDSGLSTAFTIA
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI | [ 1 [ | [N I
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VQVVLQS - GREH - - - - SLLSASRQSDRWNSLWPGHKXY LCPGPLPASWMRSCFKLKXSPERXMWGLWWRXFFM 1320 1330 1340 1350 1360 1370
530 540 550 560 570 580 590
1210 1220 1230 1240 1250 1260 1270
440 450 460 470 480 490 CRDENGSVADESACATLPRPVAKEECSVTP- - -CGQWKA - - - - LDWSSCSVTCGQGRATRQVMCVNY SDHVI
HELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFL---~---~ DTGYGECLLNE Il (KRN [ | | L |
| | | [ | | | | i QRDRVQPIHQTGVGTRLPRP------ TVSPLHLEGRGMARMHODLRRRLQVPOGGVCGXQQKRGAWGTLXRE
QNSGRNIXYSTLWLQYCGPNSSWCYQYXCAAAQFLRGNRRXOLLSFIKQXRXILAKWKLCCHNGOKGNSHWE 1380 1390 1400 1410 1420 1430 1440
600 610 620 630 640 650 660
1280 1290 1300 1310 1320 1330 1340
500 510 520 530 540 550 S60 DRSECDQDY IPETDQDCSMSPCPQRTPDSG - - - LAQHPFQNEDY RPRSASPSRTHVLGGNQWR - - TGPWGAC
PESRPYPLPVQLPGILYNVN- - - -KQCELIFGPGSQVCPYMMQCR - RLWCNNVNGVHKGCRTQHTPWA- - - - | | | | [ | [
| (] | [ [ | Il QAAGGPXKLXFATLRVCLDHRRMVRGTVLGTVTIVSSAMAXEWQRDEWRDECRNVGDLRLPARFATVNCVES
CCGR----- VQWVRDCRRKNXLNRSHXARTFASG - FVGGKVVQPRCTLFFQY SNXRXTSAVLLEQSWAMASM 1450 1460 1470 1480 1490 1500 1510
670 680 690 700 710 720 730
1350 1360 1370 1380 1390 1400
570 580 590 600 610 620 SSTCAGGSQRRVVVCQDENGYTANDCVERIK- -~~~ PDEQRACESGPCPQWAYGNWGECTKLCGGGIRTR-L
..... DGTECEPGKH - -CKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGIKTAIREC - - - NRPEPKNG | | | il | [ | [ [
Pl | | | [ | | i DKSSAFPS--------- XNSLYA- -KRERCKRWSLSPFRSTFCDSPXCP-~----~ IGIKKKLLQGLQTHRML
QXTLPRGTETKTCLHQGIXSAYCFXSKM--------~ RSAAPAWTHYXTLWYRLXPEVACCQQEXMXCPVWL 1520 1530 1540 1550 1560
740 750 760 770 780 790
1410 1420 1430 1440 1450 1460
630 640 650 660 670 680 690 VVCQRSNGER--------- FPDLSCEILDKPPDREQCNTH-ACPHDAAWS - - TGPWSSCSVSCGRGHKQRNV
GKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNINGLLPNVRWVP -KYSGILMKDRCKLFC- - == | | [ [N [ I |
i | [ | | | [ [N XGAXRQLSIRKYCSARDTTRRDGNCDKLAHAVXREQNLFHSSCGHAEMWSSVTRPDFS- =~~~ - REAKNLDX
GLPHIG----==----~- HLLCQ----- IXQAGWEDXEGXXWFLQQPSQTKQPXKMLRGMXHGWLALFCLDXM 1570 1580 1590 1600 1610 1620 1630
800 810 820 830 840 850
1470 1480 1490 1500 1510 1520
700 710 720 730 740 YCMAKDGSHLESDYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCS -VSCGRGVQQ~=----~~"~ RHVGCQIGT
..... RVAGNTAYYQLRDRVIDGTPCGQ- - - - -DTNDICVQ- - - = - - - - - ~GLCRQAGCDHVLNSKARRDKC | [ I | (] | | I
| [ | | 1 [ | | Y------- VRFPNLKMGAEIFG--------- FKTLXGANKPLSXTRCVVPVXQTASEEENNFLXYPKYLKY
FKKLXRWDPEEKGY - LCQY PKXCTGXQQMHTSRESYHSEVQXVPLSTVEIWRLVRVLG - - - HLWKRAXAPPG 1640 1650 1660 1670 1680
860 870 880 890 900 910
1530 1540 1550 X 1560 1570 1580 1590 1600
750 760 770 780 790 800 810 HKIARETECNPYTRPESERDCQGPRCPLY TWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGARCDVSKR
GVCGGDNS - SCKTVAGTFNTVHY - -GYNTVVRIPAGATNIDVRQHSFSGETDDDNYLALSSSKGEFLLNGNF | ||
| | | | [ [ | 11l j HFFIYLPVHNAYLDPFXWXXTSSNH
LVSVWXRSIKXXNVXPXDQANIYADLSAAGMCILAGGSLGTVQCHLWIG- - =~~~ IPAKSSEMHHWDL- - - - 1690 1700 1710 X
920 930 940 950 960 970 980
1610 1620
820 830 840 850 860 870 880 PVDRESCSLQPCEYVWITGEWSEVPSWEL

VVTMAKREIRIGNAVVEYSG - SETAVERINSTDRIEQELLLQVLSVGKLYNPDVRY SENIPTEDKPQQFYWN
| | [ | | |1 |

YVSGRXQXLXCSNXTNXYPGLXITIMSSSPSCPGNE-EKHIQ----- CTKNP----- VAIWVLD----- PML
990 1000 1010 1020 1030
890 900 910 3920 930 940

SHGPWQACSKPCQGERKRKLVCTRE- - - SDQLTVSDQR - -CDRL- PQPGHITEPCGTDCDLR-WHVAS - - - =

11 [ | 11 | [ | | | | Il
SHLWERY PDEIRQLPRXEWLCGXRECLCYPAXTSGKGRMFCDT LWAMEGLGLELLLCDLWARXGNPASDVCQ

1040 1050 1060 1070 1080 1090 1100
950 960 970 980 990 1000
...... RSECSAQCGLGYRTLDIYCAKYSRLDGKT - - EKVDDGFCSSHPKP - - - - SNREKCSGECNTGGWRY
11l I | | | | 111 [ |
LOXPRDRSE-XVXPGL--=~~--- YPRNXPGLFHVTMPSKDPROWLSSAPLPKXGLSSPERQPQPHPCARWKP
1110 1120 1130 1140 1150 1160 1170
1010 1020 1030 1040 1050 1060 1070

SAWTECSKSCDGGTQRRRAICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLV - -TCGKGHK

. | [ | | I | I i

VENWPLGSMFQYLCWRIPAACCCMSGXKWIHRKRLCGENKTXXAKSLXIRPLSSVGLWQLGRVHXAVWWRHK
1180 1190 1200 1210 1220 1230 1240

1080 1090 1100 1110 1120 1130 1140
HRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECAS - ~WQAGPWGQCSVTCGQGYQLRAVKC - IIGTYMSV

| I bl | I I |
NKTGGLSAVQRXTVSRFELXNSXXTSRSXAVXHTCLSTRRCMEYWPLELVFCLLWSRAXTTKCLLHGKRWKP

1250 1260 1270 1280 1290 1300 1310
. 1150 1160 1170 1180 1190 1200
VDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRFGS - - -~ - WIPCSA-TCGKGTRMRYVS

| | | Il o | Il | |
FRKXLLXAPGXAT - - -~--=-=-==--- WAQKVPRR - - KMPQMESWRLESVLCVLWPRRTAEACGLSDRNTQNS

3.

ab037733
TOIG of:

LOCUs
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES

US-09-972-467-2 (1-1629)

TOIG of: ab037733 check: 4803 from: 1 to: 5139

ab037733 check: 4803 from: 1 to: 5139

AB037733 5139 bp MRNA linear PRI 14-MAR-2000
Homo sapiens mRNA for KIAA1312 protein, partial cds.

AB037733

AB037733.1 GI:7242978

Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fhl1767.
Homo sapiens
Bukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites)
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new CDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Ohara,0., Nagase,T. and Kikuno,R.
Direct Submission
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)

Location/Qualifiers
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J
rn -
source 1. .5139 150 160 170 180 190 200 210
/organism="Homo sapiens”
/db_xref="taxon:9606" 260 270 280 290 300 310 320
/clone="fh11767" DVAALNSGL- -ATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHG - - ENLQHY ILTL
/tissue_type="brain" [ | b 1l | | I |11
/clone_lib="pBluescriptII SK plus" SPTFLHSSLHSSLCHSQAMAELTMVT -VPRTVPLTILLXS- - - -RHTRRVA- - -NYSFHGPPAACSRHSVPH
gene 1. .4417 220 230 240 250 260 270 280
/gene="KIAA1312"
CcDSs <l. .4417 330 340 350 360 370 380 390
/gene="KIAA1312" MSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNSPGGIHHDTAVLLTRQD
/note="Start codon is not identified." | | | [ | | [
/codon_start=2 APRFCCHPHTPPCGTWSLRRRSWCI- - - - - LAIPLPSKCRGDTVGLGSRVPTPVWCMGCTRSLWLFCVFRSD
/product="KIAA1312 protein” 290 300 310 320 330 340
/protein_id="BAA92550.1"
/db_xref="GI:7242979" 400 410 420 430 440 450 460
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK ICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAHELG - - - - HVFNMPHDDNNKCKEEGVKSPQH
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG | I [ 1 | [ | | |
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHY IL - -SPHASAVRLGHRTQST - -DSKRQLSIWGIFLLGTFCAHVAXPGAY SNHFLNGFH - LLPCSKHFVVYALDH
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS 350 360 370 380 390 400 410
PGGTHHDTAVLLTRQDICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG 470 480 490 500 510 520
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH VMAPTLNFYTNPWMWSKCSRKYITEFLDTGYGECLLNEPE- - - - - - - SRPYPLPVQLPGILYNVNKQCELIF
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGG I | | [ | I I | I
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING KRONTSSKGQY SMQRRVDKHVCY TAHDREVYQEFHSSNLETVHRWTADRP - - - PV - LFLCL-HHTAXCTL- -
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGT PCGQDTNDICVQGLC 420 430 440 450 460 470
ROAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTENTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEY SGSETAVERIN 530 540 550 560 570 580
STDRIEQELLLQVLSVGKLYNPDVRY SFNIPIEDKPQQFYWNSHGPWQACSKPCQGER GPGSQVCPYMMQCR - ~-RLWCNNV - NGVHKGCRTQH- - - - - TPWADG------ TECEPGKHCKYGFCVPKEMD
KRKLVCTRESDQLTVSDORCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR | | [ | I [ | | |
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD - -PSCHKPTEDKGRIHRLFAHQVLFSPHSRLRC IHFHPDIQQHAAGIRQHRYWNMLPRGQFSTGF - - -~~~ -
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH 480 490 500 510 520 530 540
KHRQVWCQFGEDRLNDRMCDPETKPT SMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRF 590 600 610 620 630 640 650
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD VPVTDGSWGSWSPFGTCSRTCGGGIKTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCA
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDYIPETDQDCSMSPCPQRTPDSGL [ | 1| | | | [
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQODENGYT HRAHGCGWGWRS - -GDDSPHFGRG- - - - - AELSHCLGSFEGMVTWNSPGQFLGYN- - PGHTHSDRSR- - - - -
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL 550 560 570 580 590 600
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE 660 670 680 690 700 710 720
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR HFDGKHFNINGL- LPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDG-TPCGQDTNDICVQGLCR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL" | i | b | I | [ |
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t : GHCSXHTSLAGLPYLAHRSQSKSS - - - -SPRPSIAHRVSQNILPLPL- - - VXAGXHRHSRQPQSHSHLGSXR
ORIGIN 610 620 630 640 650 660
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 .. 730 740 750 760 770 780 790
QAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVRQHSFSGETDDDNYLA
Initial Score = 8 Optimized Score = 228 significance = -0.41 | | | | | | | !
Residue Identity = 18% Matches = 337 Mismatches = 1069 ISSGYLSHKWLSMGSKTQIATGFLVHCMCFSSFPGQLGEDDMMVIHSP - - -GYQLVXLLHY SHCHLPLTY - -
Gaps = 369 Conservative Substitutions = 0 670 680 690 700 710 720 730
nslation Frame= 5
800 810 820 830 840 850 860
10 20 30 40 X 50 60 70 LSSSKGEFLLNGNFVVTMAKREIRIGNA-VVEYSGSETAVERINSTDRIEQEL- - LLQ-VLSVGKLY - - - - -
MQFVSWATLLTLLVRDLAEMGSPDAAAAVRKDRLHPRQVKLLETLSEYEIVSPIRVNALGEPFPTNVHFKRT | [AB ) | | | [ I
[ [ | | KSQXCISLLLAGIPVHKXHCTVPRDPPARMHI PAADKSAXMLAWSQGHTFYHLIDLHQTDTRPGGAYALFHER
XLLLVYYHXKGSR-XAL- - - -CTGRYMK - - 740 750 760 770 780 790 800
X 10 20
870 880 890 900 910 920
80 90 100 110 120 130 NPDVRYSFNIPIEDK - - PQQFYWNSHGPWQACSKP- - - - - CQGERKRKLVCTRESDQLTVSDQRCDRLP- -Q
RRSINSATDPWPAFASS - - -SSSSTSSQAHYR-LSA-=-~~------ FGQQFLFNLTANAGFIAPLFTVTLLG | I I | [ [ (N |
[BRN | 111 [N (| | XPSTLTSLQISTVDKGTHCTSEWXLSLDVCICCHPVHHFGYXHKXPFSSGSHRHSFLNIQSRQNSASHPCYT
KWYLRYFGYYRKLFSSSEAVCXTGTTHLVHERGLFAPYNVLKPKISAPIFKLGNLTYXSRFLASLEKSGL- - 810 820 830 840 850 860 870
30 40 50 60 70 80 90
930 940 950 960 970 980 990
140 150 160 170 180 190 200 PGHITEPC- -GTDCDLRWHVASRSECSAQCGLGYRTLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKC -
TPGVNQTKFYSEEEAELKHCFYKGYVNTNSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK [ | | [ | | | | [ |
| 1 Py i | 11 | | PLSIFHGCLVWDGCCKNHHOPSQSSHPACYIWHSR- ~CPMCGNPSHTGHY IHSCWQHATSGHSLYHRVQXCV
- - -VILDHISAWPQLEXK-------- RFCSLHTACASLSQLPSLLVVSLALQYF- - -LILNCLQ------~ A 880 890 900 910 920 930 940
100 110 120 130 140
1000 1010 1020 1030 1040 1050
210 220 230 240 250 - --SGECNTGGWRYSAWTECSKSCDGGTQRRRAICVNTRNDVLDDSKCT ~ = == - - - HQEKVTIQR-CSEFP-
PHIIYRRSAP------~---- QRE- -PSTGRHACDTSEHKNR - HSKDKKKTRARKWGE - - - - - RINLAG--- | [ [ | [
it | [ | L | [ | 11l QAGAADRIFDQKOXADQIPWCKQVFVSVPLGRVYC~ -MLAMAHDCSSKTAEVYLQLEYXKNSVHRGCTTFPP
PHSILXVCSPCNNFFFMPIGHQGESQNVDLKGLRDHLLHLSRFAYKEFXLGKAEDLSENTQFTVANRAGSLK 950 960 970 980 990 1000 1010
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VERSION
1060 1070 1080 1090 1100 1110 1120 KEYWORDS
-CPQWKSGDWSECLVTCGKGHKHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCS - - - SOURCE
I i I b 0
TKPEAKVLAQCDLL- - - -SXFFLRQ---------------- SRTHCTLPQ-HSQCEFPFW- - -PLXQQSFHL ORGANISM
1020 1030 1040 1050 1060
1130 1140 1150 1160 1170 REFERENCE
----------- VTCGOGYQLR--AVKCIIGTYMSVVDDNDC- -NAATRPTDTQDCELPSCHPPPAAPETRRS AUTHORS
I It | _ I TITLE
ARIHLYCLIKLSSCHRLFPLRNCAAAHQYWXHQLEFGPQYCNHNVLYXMFLPLFCMKNYRHHKPHIYLSGLL
1070 1080 1090 1100 1110 1120 1130
JOURNAL
1180 1190 1200 1210 1220 1230 1240 MEDLINE
TYSAPRTQWRFGSWTPCSATCGKGTRMRYVSC- - -RDENGSVADE - - SACATLPRPVAKEECSVTPCGQWKA REFERENCE
I 1 oo I o AUTHORS
SLKHDRIQ----------- LAGKGPGHRYHLCPGHKEFHLSLCLEADSRLCSLP-~-- -~ LCRTTCTG---- TITLE
1140 1150 1160 1170 1180 JOURNAL
1250 1260 1270 1280 1290 1300
LDWSSCSVTCGQG----- RATRQVMCVNYSDHVIDRSECDQDY IPETDQDCSMSPCPORTPDSGLAQH----
I o 11 1 il [ T N |
--PSS-EFHCIXGPSAHWEADR- -XCXNAS - - - -RQSE-HTVHLGSLASAXDMAPC-CRTXISFYVLHSIFH FEATURES
1190 1200 1210 1220 1230 1240 source
1310 1320 1330 1340 1350
||||||||||||||||||||||| PFQNEDYRPRSASPSRTH-VLGGNQWRTGPWGACSSTCAGGSQRRVVVC
I I | | 1 | bl
HFLVLVCCTLEWLFXCPLHMFWSRFQRDSNFPR-IHLSRGHPFLWEHKIHT - -- - - CSAFQARTPSHRPRVC
1250 1260 1270 1280 1290 1300 1310 gene
1360 1370 1380 1390 1400 1410 1420 cDs
QDENGYTANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDLSCEILDK
I I't || f I I ! ]
-AESG---SLCV----- LHXRYCTRAVC -TASYMGTPENLVQKSIHIVYSRCKGCLAVGQAKGRVWIQVRXA
1320 1330 1340 1350 1360 1370
1430 1440 1450 1460 1470 1480 1490
PPDREQC - NTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLESDY - - -CKHLA -KPHGHRKCR
I I I I Frrr el
NTRHNQCLKTOXYIFDYTLTT-------- SRGWCRSSVLEPXHAGD-SXLLLLYICCCHHEACXTHG- - -PA
1380 1390 1400 1410 1420 1430
1500 1510 1520 1530 1540 1550
GGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETECNPYTRPE------ SERDC-~--===~=- Q
[N [ | It | | 1
HGRSXKLYSIHYLHXXNSFYRDHKWFPVQPGLRYH-ICRELCRYPVLLREQQYHDGFHLDCSSNAATGKSFL
1440 1450 1460 1470 1480 1490 1500
1560 1570 1580 1590 1600 1610
GPRCPLYTWRA----EEWQ----- ECTKTCGEGSRYR-KVVCVDDNKNEVHGARCDVSKRPVDRESCSLQPC
[ I I [ 1]
MLSEHXKIWKAHPVHYESQLSSQXQYXLNFQYLGLYRXRLQLTLKLKYSVEGFLHGMKPFCCLPPPRLLO- -
1510 1520 1530 1540 1550 1560 1570
1620 X
EYVWITGEWSEVPSWEL
| | [
TVDRIKNVLSFCGSSFLLCCPSYYHKQKMPLLLSRCLMLLRHQPGXSFLPIFLLWFSSCLYCAYFCVLRCHM
1580 1590 X 1600 1610 1620 1630 1640
HAFLLRALSGGRCAYKXCGVCFVPLHLLVHPXTVVVQXNNPHHETGMCPAFLSRGXXRPCAR
1650 1660 1670 1680 1690 1700 1710
BASE COUNT
US-09-972-467-2 (1-1629) ORIGIN

ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUS ABQ37733 5139 bp MRNA linear PRI 14-MAR-2000

DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
ACCESSION  AB037733

.

Page 6

AB037733.1 GI:7242978
Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fhl11767.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites)
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Ohara,0., Nagase,T. and Kikuno,R.
Direct Submission
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
282-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)

Location/Qualifiers

1. .5139

/organism="Homo sapiens”

/db_xref="taxon:9606"

/clone="fh11767"

/tissue_type="brain"

/clone_lib="pBluescriptII SK plus"

1. .4417
/gene="KIAA1312"
<1. .4417

/gene="KIAA1312"
/note="start codon is not identified.”
/codon_start=2
/product="KIAA1312 protein”
/protein_id="BAAG2550.1"
/db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRODICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKYITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKRETIRIGNAVVEY SGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPOQWKSGDWSECLVTCGKGH
KHRQVWCQFGEDRLNDRMCDPETKPTSMOTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRF
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

1471 a 1112 ¢ 1362 g 1194 ¢

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 ..

Initial Score
Residue Ident
Gaps

Translation F

= 8 Optimized Score = 80 Significance = -0.41
ity = 20% Matches = 112 Mismatches = 333

= 107 Conservative Substitutions = 0
rame= 3
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g

TVOVESIMILLFSXQDRISAELTTNVIPXAWLNWEPFVIPIEAVLLVKIVDXVQLLRSPMSWAMCLTCLMMT
220 230 240 250 260 270 280

TTNVKKKELRVPSMSWLQHXTSTPTPGCGQSVVENISLSFXTLVMASVCLTNLNPDPTLCLSNCQASFTTXT
290 300 310 320 330 340 350 360

NNVNXFLDQVLRCAHIXCSADGSGAITSMEYTKAAGLSTHPGPMGRSASLESTASMDFVEPKKWMSPXOMDP
370 380 390 400 410 420 430

GEVGVPLEPAPEHVEGASKQPFESATDQNOKMVENTVXDVEXNLSPATRSHVSSRSETSEMNSVLTLTGSIL
440 450 460 470 480 490 500

TSTVCFPMCAGSLNTVEFXXRTGASCSAEWQGTQPT ISFETEXXMELLVARTQMI SVSRAFAGKLDAIMFXT
510 520 530 540 550 560 570

QKPGEINVGFVVAIILHAKQWQEHLIQY IMVT ILWSEFQLVLPILMCGSTVSQGKQTMTTTXLYQAVKVNSC
580 590 600 610 620 630 640

XMETLLSQWPKGKFALGMLWXSTVGPRLPXKELTQQIALSKNFCFRFCRWESCTTPMYAILSIFQLKINLSS
650 660 670 680 690 700 710 720

FTGTVMGHGKHAVNPAKGNGNENLFAPGNLISLLFLIKDAIGCPSLDTLLNPVVQTVTXGGMLPAGVNVVPS
730 740 750 760 770 780 790

VAWVTAHWTSTVPNIAGWMGRLRRLMMVFAAATPNQATVKNAQGNVTRVAGAILPGLNVOKAVIVGPRGEGL
800 - 810 820 830 840 850 860

FVSIPEMMYWMTANAHIKRKLPFRGAVSSLVHSGNLETGQSAWSPVEKGISTARSGVSLVKIDXMIECVTLR
870 880 830 900 910 920 930

PSQHLCRLVSSRNVHPGRRVPGDSAVSLVDRDTSXEQXNASLGLICQWXMTMTVMOQLDOLIPRTVNY HHV I
940 950 960 970 980 990 1000

LPQLPRKRGEAHTVHQEPSGDLGLGPHAQPLVGKVPGXDT SAAEMRMALWLTRVPVLPCLDQWQRKNVLXHP
1010 1020 1030 1040 1050 1060 1070 1080

VGNGRPWTGALALXPVGKVGQPGKXCVSTTVTTXSIGVSVTRI ISQKLTRTVPCHHALKGPQTVAXLSTPSK
1090 1100 1110 1120 1130 1140 1150

X
MQFVSWAT
I
MRTIVPGAPAPAAPMCSVETSGELAPGEHVPVPVLADPSGVLLYVRMKMDTPQTTVWREXNLMSKEPVNPAL
1160 1170 1180 1190 1200 1210 1220

10 20 30 40 50 60
LLTLLVRDLAEMGSPDAAA----- - AVRKDRLHPRQ- - -VKLLETLSEYEIVS--~------- PIRVNALGE
| | | | | | UL 11 I 11
VLSGLMATGESALSCVVEAXEQDWWSVSGPTVNGFQIXAVKFLINL- - - PTVSSVTHMLVHTTLHGVLALGA
1230 1240 1250 1260 1270 1280 1290

70 80 90 100 110 120
PFPTNVHFKRTRRSIN- - - - SATDPWPAFASSSSSSTSSQAHYRLSAFGQOFLFNLTANAGFIA- - - - PLFT
| I | | |1 Il [ |
RVLSLV----- VEGINNEMFTAWQKMEAIXKVITVST------ WLSHMGTESAEEEDAPNGKLALGVSALCP
1300 1310 1320 1330 1340 1350

130 140 150 160 170 180 190
V- --TLLGTPGVNQTKFYSEEEAELKHCFYKGYVNTNSEHTAVISLCSGMLGTFRSHDGDY FIEPLQSMDEQ

| | ! | ! | ! L | |
VAEAYSRGMWAVRSEHTKXPERPSATHTPDRSRNATAKAH-GVPS- - - -TLGGQR - - NGKNAPRP- - - - - - -

1360 1370 1380 1390 1400 1410
200 210 220 230 240 250 260
EDEEEQNKPHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERIN- - - - - - LAGDVAALNSG
| e | | | | [
- =~ ~AAKAPGTARWCVWMTTKTRCMGHA - VTXASGRWTVKAVVCNPASMSGSQENGQRY RPGNCNHRQLSHG
1420 1430 1440 1450 1460 1470
270 280 280 300 310 320
LATEAFSAYGNKTDNTREKRT - - - -HRRTKRF - - - LSYPRFVEVLVVADNRMVSYHGENLQHY IL- - TLMSI

| | | | | ! It (N ! NN

09972467-2-ab037733.res

LRVAEGXVEGXVQECGRLEATRPICHCELCVFXQVLSFP-KLEFLVCKAGEMXEMVSKSLQVY ILXFTLMS -
1480 1490 1500 1510 1520 1530 1540

330 340 350 360 370 380 390
VASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQ-WQHSKNSPGGIHHDTAVLLTRQ- DI
| ! | | | | o | [
- -YWHKEEIITGAAN- - - SXDAVRCLKTVKYKKILXCQGYNKERWQLXQTSTCCVKG- - - - - AESLSLOLWP
1550 1560 1570 1580 1590 1600 1610

400 410 420 430 440 450 460
CRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAF - TIAHELGHVF - NMPHDDNNKCKEEGVK - - SPQHV
H | [ [ [ 11
CRNVVXRYQTXFFKRGXKSGLVCEISXLENGGXNFWFXNIVRGKQTPFMNQMCCACLTNSFRGRKXFSIISE

1620 1630 1640 1650 1660 1670 1680-
470 480 490 500 510 520 530
MAPTLNFYTNPWMWSKCSRKY ITEFLDTGYGECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCP
| 11 || | !
VSQVPFF----- HISSCAQCLSRPFL------ MVINQXXS
1690 1700 1710 X
540 550 560 570 580 590 600

YMMQCRRLWCNNVNGVHKGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCG

610 620 630 640 650 660 670
GGIKTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNINGLLPNVRWVPKY

680 690 700 710 720 730 740
SGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLCRQAGCDHVLNSKARRDKCGVCGGDN

750 760 770 780 790 800 810 820
SSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVRQHSFSGETDDDNY LALSSSKGEFLLNGNFVVTMAKREIR

830 840 850 860 870 880 890
IGNAVVEYSGSETAVERINSTDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKP

900 910 920 930 940 950 960
CQGERKRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYRTLDIYCAKY

970 980 990 1000 1010 1020 1030
SRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCDGGTQRRRAICVNTRNDVLDDSKC

1040 1050 1060 1070 1080 1090 1100
THQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGHKHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECA

1110 1120 1130 1140 1150 1160 1170 1180
SWQAGPWGQCSVTCGQGYQLRAVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SA

1190 1200 1210 1220 1230 1240 1250
PRTQWRFGSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALDWSSCSVT

1260 1270 1280 1290 1300 1310 1320
CGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGLAQHPFQONEDYRPRSASPSRTH

1330 1340 1350 1360 1370 1380 1390
VLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGY TANDCVERIKPDEQRACESGPCPQWAYGNWGECTKL

1400 1410 1420 1430 1440 1450 1460
CGGGIRTRLVVCQRSNGERFPDLSCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCM

1470 1480 1490 1500
AKDGSHLESDYCKHLAKPHGHRKCRGGRCPKW

5. US-09-972-467-2 (1-1629)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139

TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUS AB037733 5139 bp MRNA linear PRI 14-MAR-2000

DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
ACCESSION AB037733
VERSION AB037733.1 GI:7242978

Page 7
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KEYWORDS . 10 20 30 40 50 60 70
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus MQFVSWATLLTLLVRDLAEMGSPDAAAAVRKDRLHPRQVKLLETLSEYEIVSPIRVNALGEPFPTNVHFKRT
clone:fh11767.
ORGANISM Homo sapiens 80 90 100 110 120 130 140
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; RRSINSATDPWPAFASSSSSSTSSQAHYRLSAFGQOQFLFNLTANAGFIAPLFTVTLLGTPGVNQTKFYSEEE
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

REFERENCE 1 (sites) 150 160 170 180 190 200 210
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O. AELKHCFYKGYVNTNSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNKPHIIYRRSAPQREP
TITLE Prediction of the coding sequences of unidentified human genes.

XVI. The complete sequences of 150 new cDNA clones from brain which 220 230 240 250 260 270 280

code for large proteins in vitro STGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSGLATEAFSAYGNKTDNTREKRTHRRTKRF
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126 290 300 310 320 330 340 350 360

REFERENCE 2 (bases 1 to 5139) LSYPRFVEVLVVADNRMVSYHGENLQHYILTLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNA
AUTHORS Chara, 0., Nagase,T. and Kikuno,R.

TITLE Direct Submission 370 380 390 400 410 420 430
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute, QTTLKNFCQWQHSKNSPGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTI
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp, 440 450 460 470 480 490 500
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913, AHELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYGECLLNEPESRPY
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers 510 520 530 540 550 560 570
source 1. .5139 PLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVHKGCRTQHTPWADGTECEPGKHCKYGF
/organism="Homo sapiens"
/db_xref="taxon:9606" 580 590 600 610 620 630 640
/clone="fh11767" CVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGIKTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRD
/tissue_type="brain" | [ [ | |
/clone_lib="pBluescriptII SK plus"” MITTGLLP-LKRVXISIVHRKIYEKMVLEILRILXKII
gene 1. .4417 X 10 20 30
/gene="KIAA1312"
CDS <l. .4417 650 660 670 680 690 700 710
/gene="KIAA1312" FRDEQCAHFDGKHFNINGLLPNVRWVPKYSGILMKDRCKLFCRVAGN-TAYYQLRDRVIDGTPCGODTNDIC
/note="Start codon is not identified." | i I} I [ 1 [ |
/codon_start=2 Fro--comomome- FLXSCLL- - - -NRHNTSGSXKGFVCPLQCFKTKNFSPHFQVRKSHI - - LVQIFSLSXKI
/product="KIAAl1312 protein" 40 50 60 70 80 90
/protein_id="BAA92550.1"
/db_xref="GI:7242979" ’ 720 730 740 750 760
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK VQGLCR-----~- QAG-CDHVLNSK-------- ARRDKCGVCGGDNSSCKTVAGT---------- FNTVHYGY
PHIIYRRSAPQREPSTGRHACDT SEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG [ i [ | | ! 1 |
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL RSGNARPHFCMATAGVKEILLPSHSMCXFVTVAISPCCIPGTTIFSYTXLSSGTSQHPMSLQPLXXFLLYAN
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCOWOHSKNS 100 110 120 130 140 150 160
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG 770 780 790 800 810 820 830
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH NTVVRIPAGATNIDVRQHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVER
KGCRTQHT PWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGI | | | | (I | | | I |
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING RTSRXITECRPEGTXRPSLTSLPLCIQGILAWES----XGLVRKHTVHSGK ----SGGXPQVSH
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC 170 180 190 200 210
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEY SGSETAVERIN 840 850 860 870 880 890 900
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER INSTDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQOFYWNSHGP-WQACSKPC- -QGER~ ~KRKLVCT
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR | [ | [N | I O A [
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRYSAWTECSKSCD IPALIPPLIPLPL----SGHGXADD-GYS--------- SODGTSDHSPVIQTY SQGCKLQLSRSTGRLLTSQ
GGTQRRRAICVNTRNDVLDDSKCTHQEKVTIQRCSEFPCPQWKSGDWSECLVTCGKGH 220 230 240 250 260 270
KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTY SAPRTQWRF 910 920 930 940 950 960
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGOWKALD R- - -ESDQL--TVSDQOR-CDRLPQPGHITEPCGTDCDLRWH - - - VASRSECSAQCGLGYRTLDI-------~-
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQDCSMSPCPQRTPDSGL | [ | Il [ (N i1 [
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQODENGYT RAPCTSFLLSSTHTTLRYLEPSPQVLVHSCHSSALQVXRGHRGPWQSRSDSGLVYGLHSVSLAILCVPIXQP
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL 280 290 300 310 320 330 340
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE 970 980 990 1000 1010 1020
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR YCAKYSRLDGKTE- - KVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCDGGTQRRRAICVNTR- -
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL" | Il | | | | | | I { |
BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t TCLCCTPRPQDTEHXLQAPAFHLGHLPP- -~~~ RHFLCPCGLAR-CLQXSLSKWLPSFAMQXTFRCLCPRPQ
ORIGIN 350 360 370 380 390 400 410
AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 .. 1030 1040 1050 1060 1070 1080 1090
....... NDVLDDSKCTHQEKVTIQRCS - - EFPCPQWKSGDWSECLVTCGKGHKHRQVWCQFGEDRLNDRMC
Initial Score - 8 Optimized Score = 154 Significance = -0.41 Il I | | I
zom»ﬁ:m Identity = 19% Matches = 220 Mismatches = 668 ETEHELQGPVLHAASC-GQACVLHCSRSGGLSRISQLKSGNRS--------~~-=--------~ PLDRXQTTSL
Gaps = 249 Conservative Substitutions = 0 420 430 440 450 460
Translation Frame= 4
1100 1110 1120 1130 1140 1150

=%
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Dwmewnemzoeooovm0>mzo>ovzﬂo--Om<ﬂnmonworm><xoHHOemZm<<UUZUOZ>>HmveO.|HOU

[ | | LS [ I [ |
VLMPPPHSLVHSPQLPXAHXGQGPDSQALCSSGFILSTQSFA=-- -~~~ =~ -- VYPFSSXHTTTRRWDPPAQV
470 480 490 500 510 520

1160 1170 1180 1190 1200 1210 1220
CE- - --LPSCHPPPAAPETRRSTYSAPRTQWRFGS -WT PCSATCGKG - - - - - TRMRYVSCRDENGSVADESA
| (L i L | | f
LEHAPQGPVLHWFP - - PSTWVRLGLALR - ~GRXSSFWKGCXAKPLSGVLXGHGDMEQSWSVSG IXSWSHSLR
530 540 550 560 570 580 590

1230 1240 1250 1260 1270 1280
CATLPRPVAKEECSV - TPCGQWKALDWSSCSVTCGQG- - - - - - RAT - - RQVMCVNY SDHVIDRSECDQDY IP
| Lo i 111 I | | | |
SITWSLXLTHITCRVALPCPQVTEQELQSKAFHCPQGVTEHSSFATGLGRVAQALSSATEPFSSROLTYLI -

600 610 620 630 640 650 660

1290 1300 1310 1320 1330 1340 1350
ETDQDCSMSPCPQRT PDSGLAQHPFQONEDY RPRSASPSRTHVLGGNOWRTGPWGAC SSTCAGGSQRRVVVCQ
| 11 [ | I | | | |
....... RVPFPQ- - - - - -VAEHGVQ- - -DPNRHWVLGALYVLLLVSGAAGGGXHDGNSQSWVSVGLVAALQ
670 680 690 700 710 720

1360 1370 1380 1390 1400 1410
...... OMZO&G?ZUO<MWHN@UMO--mbommomovoswwnzzomnewromnmuwemr<|.|...<Oowmzo
| [ [N | | ! Il Il
mvmmeeDHx<v2meewrm2mvovo<ahm0voov>000>u.-mmmoxO<O...HO<Oh<mmmebmwzmmmv
730 740 750 760 770 780 790

1420 1430 1440 1450 1460 1470
ERFPDLSC---~---- EILDKPPD- - REQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHL
| I 1l |1 [ | I
NXHQTWRCLCPFPQVTKHSDQSPDFHCGQGNSLHLXMVTFSXCVHLLSSSTS - FRVLTQ - IALLLWVPPSQL
800 810 820 830 840 850 860

1480 1490 1500 1510 1520 1530 1540
....... ESDYCKHLAKP - HGHRKCRGGRCPKWKAGAWSQC SVSCGRGVQQRHVGCQIGTHK IARETECNPY
| [ | | | | |
FEHSVQAEXRQPPVLHSPEHFSRLLGLGWLLQKPSSTFSVFPSSLLY LAQXMSNVRXPKPH - WALHSLLLAT

870 880 890 500 910 920 930
1550 1560 1570 1580 1590 1600 1610
TRPESERDCQG - PRCPLY TWRAEEWQECTKTCGEGSR - Y RKVVCVDDNKNEVHGARCDVSKRPVDRESCSLQ
| I I I 111 ! ! | !
. CHLRSQSVPQGSVMCP---=---=~---=----- GWGSRSHLXSETVSXSDSLVQTSFRFRSPWQGLLHACHGP
940 950 960 970 980
1620 X
PCEYVWITGEWSEVPSWEL

| |
XLFQXNCXGLSSIGILKEXRTSGLYNFPTDKTXSKSSCSMRSVELILSTAVSDPLY STTAFPMRISLLATVT
990 1000 1010 1020 1030 1040 1050

aNmvmmwzmmrhroxbxxrmmm<mmm%bonweme<>w>OHmee<bxvxoe<rz<ﬁ>e<rmmmrmvwoeT:b
1060 1070 1080 1090 1100 1110 1120 1130

mrm>mmmxexmmw>0wovaHOHmm<m£wOO<vmHebmxwxxx><mv>eb022bmwmmHvarﬂhmeomHhm
1140 1150 1160 1170 1180 1190 1200

mmvaermwmxx>mommwxmmmnhmmnm<rour2mHrwmaommvmwmnmmrhmmwz><ﬁ2wwvm<ﬁmo<vw
1210 1220 1230 1240 1250 1260 1270

Ororwovvm<eoemHmbonZv&honwmommm<vm>oo<0x<wovroewrerbmomwb:OHHmomexMUOmx
1280 1290 1300 1310 1320 1330 1340

INSHCLFTLXRMPGSWTGKGXGLDSGSLSKHSPXPVSKNSVIYFRLEFDHIQGLVXKFSVGAMTCHGLLTPS
1350 1360 1370 1380 1330 1400 1410

SLHLLLSSXGMLNTWPSSWAIVKAVLNPLSSLIEQLLXGSQMVPSSARPKVSHLSXALQISCLVKRTAVSXW
1420 1430 1440 1450 1460 1470 1480 1490

Hmwmrmmmonmzoxmwz<<x>bx03mnvmombeaHwMHHeHbHNMVHhﬂbeHmbeHDHw<xonxwﬂmvz
1500 1510 1520 1530 1540 1550 1560
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YETILLSATTKTSTNRGXDKKRFVLLWVLFSLVLSVLLPXAENASVAKPLFNAATSPARLILSPHFLALVFF

1570

1580 1590 1600 1610 1620 1630

LSLLCLFLCSEVSHACLPVEGSLWGALRLXMMWGLFCSSSSSCSSIDCSGSIKXSPSXDRNVPS IPEQRLMT

1640

AVCSE
1710

US-09-972-

ab037733

1650 1660 1670 1680 1690 1700

467-2 (1-1629)
TOIG of: ab037733 check: 4803 from: 1 to: 5139

TOIG of: ab037733 check: 4803 from: 1 to: 5139

LOCUS

- DEFINITION

ACCESSION
VERSION
KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

gene

CbDSs

AB037733 5139 bp mRNA linear PRI 14-MAR-2000
Homo sapiens mRNA for KIAA1l312 protein, partial cds.

AB037733

AB037733.1 GI:7242978

Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptIl SK plus
clone:fh11767.
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites)
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Ohara,0., Nagase,T. and Kikuno,R.
Direct Submission .
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)

Location/Qualifiers

1. .5139

/organism="Homo sapiens"

/db_xref="taxon:9606"

/clone="fhl1767"

/tissue_type="brain"

/clone_lib="pBluescriptII SK plus"

1. .4417
/g9ene="KIAA1312"
<l. .4417

/gene="KIAA1312"

/note="Start codon is not identified."

/codon_start=2

/product="KIAA1312 protein"

/protein_id="BAA92550.1"

/3b_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCOWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGT ICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
xmﬂmeomevszQemOmumxmox<nM0<vxMZU<M<HUOmZﬂmimvmmenwzennmmH
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCAHFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
STDRIEQELLLQVLSVGKLYNPDVRYSFNIPIEDKPQQFYWNSHGPWQACSKPCQGER
KRKLVCTRESDQLTVSDQRCDRLPQPGHITEPCGTDCDLRWHVASRSECSAQCGLGYR
TLDIYCAKYSRLDGKTEKVDDGFCSSHPKPSNREKCSGECNTGGWRY SAWTECSKSCD
GGTQRRRAICVNTRNDVLDDSKCTHQEKVT IQRCSEFPCPQWKSGDWSECLVTCGKGH
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KHRQVWCQFGEDRLNDRMCDPETKPTSMQTCQQPECASWQAGPWGQCSVTCGQGYQLR
AVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCHPPPAAPETRRSTYSAPRTQWRF
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGQWKALD
WSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY IPETDQODCSMSPCPQRTPDSGL
AQHPFQNEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGYT
ANDCVERIKPDEQRACESGPCPQWAYGNWGECTKLCGGGIRTRLVVCQRSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKQRNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLYTWRAEEWQECTKTCGEGSRYRKVVCVDDNKNEVHGAR
CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

E COUNT 1471 a 1112 ¢ 1362 g 1194 t

GIN

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803

Initial Score = 7 Optimized Score = 205 Significance = -0.41
Residue Identity = 18% Matches = 303 Mismatches = 999
Gaps = 325 Conservative Substitutions = 0
anslation Frame= 6
10 20 30 40 50 60 70
MQFVSWATLLTLLVRDLAEMGSPDAAAAVRKDRLHPRQVKLLETLSEYEIVSPIRVNALGEPFPTNVHFKRT
80 90 100 110 120 130 140
RRSINSATDPWPAFASSSSSSTSSQAHYRLSAFGQQFLFNLTANAGFIAPLFTVTLLGTPGVNQTKFYSEEE
150 160 170 180 190 200
AELKHCFYKGYVNTNSEHTAVISLCSGMLGTFRSHDGDYFI - - -EPLQSMDEQED-----------~ EEEQN
[ 11 | 111 |
DYYWFITIKKGLDKHCAQEDIXKNGTXDTSDIIENYF
X 10 20 30
210 220 230 240 250 260 270
KPHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSGLATEAFSAYGNKT
I | | | | | | |
LPLKLFVKQAQHIWFMKGVCLPLT------ MFXNQKFQPPFSSXEISHTSPDFXPL--------- LKNQVWX
40 50 60 70 80 90
280 290 300 310 320 330 340

DNTREKRTHRRTKRFLSYPRFVEVLV-VADNRMVSYHGENLQHYILT -LMSIVAS-IYKDP-SIGNLINIVI

| | b 111 | I I I |
RXTTFLHGHSWSER - DSAPFTQHVLVCHSCHLSLLYPWHYNIFLYLTVFRHLTASYEFAAPVIISSLCOXDI

100 110 120 130 140 150 160
350 360 370 380 390 400
VNLIVIHNEQDGPSIS- -FNAQTT------ LKNFCQWQHSKNSPGG IHHDTAVLLTRQDICRAHDKCDTL- -
| I [ I | [ I
KVNHRMXTXRDLETISYISPALHTRNSSLGKLRTCQOKTHS- - SQWQI -GRVASSLPHSCTHPSTHPSATLRP
170 180 190 200 210 220 230
410 420 430 440 450 460

..... GLAELGTICDPYRSCSISEDSGL-STAFTIAHELGHVFNMP - HDDNNKCKEEGVKSPQHVMA - - - PT

| | It [BENERN [ || | |
WLSXRWLQFPGRYLXP - FSCDPDILAGLQTTAFTVHRPLAHVTACPMHLVFVV IHTHHLAVPGAFAAGLGAF

240 250 260 270 280 290 300
470 480 490 500 510 520 530
LNFYTNPWMWSKCSRKY ITEFLDTGYGECLLNEPESRPYPLPVQLPGILYNVNKQCEL -~~~ -~ IFGPGSQV
I 1 | | | | | | I
LPFLCPPSVEGTPWALAVAFRLRSGVWVALGLSGYFVCSDLTAHMPLLYASATGHRALTPSASFPFGASS - -
310 320 330 340 350 360 370
540 550 560 570 580 590 600

CPYMMQCRRLWCNNVNGVHKGCRTQHT PWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRT
| I | | I | | |

- -SSALSVPMWLSQVLTVITFXMASIFCHAVNISLFMPSTTRDRTRAP - - - -RASTPCSVVWTSMCVT - LLT
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FastDB - Fast Pairwise Comparison of Sequences
Release 5.4

Results file 09972467-2-289-478-ab037733.res made by jdelaval on Thu 20 Jun 102 6:16:171
Query sequence being compared:US-09-972-467-2 (289-478)
Number of sequences searched: 6

Number of scores above cutoff: 6

Results of the initial comparison of US-09-972-467-2 (289-478) with:
File : ab037733.seq

100-
N -
U  50-
o -
F 10-
s -
E 5- *
Q -
U -
E -
N -
c -
E - *
s [ e e L LR R R e

| | | | [ | | Al | |
SCORE 0 21 42 63 | 84 106 127 148] 169 190
STDEV 1 2
PARAMETERS

Similarity matrix Unitary K-tuple 2
Translation Frame 6
Mismatch penalty 1 Joining penalty 20
Gap penalty 1.00 Window size 32
Gap size penalty 0.05

toff score 0

,domization group 0

SEARCH STATISTICS

Scores: Mean Median Standard Um<wmﬁwo:
37 9 74.55
Times: . CPU Total Elapsed
00:00:00.00 00:00:00.00 '
Number of residues: 10271
Number of sequences searched: 6
Number of scores above cutoff: 6

The scores below are sorted by initial score.
Significance is calculated based on initial score.

A 100% similar sequence to the query sequence was found:

Init. Opt.

cmmqumq|w|wmm|nqw|wvowquw.Hmm

Sequence Name

1. ab03773

The list of o

Sequence Name
2. ab03773
3. ab03773
4. ab03773
5. ab03773
6. ab03773

1. US-08-972-
ab037733

TOIG of: ab

LOCUS
DEFINITION
ACCESSION
VERSION
KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS
TITLE
JOURNAL

FEATURES
source

gene

CDs

Page 1

Description

3 TOIG of: ab037733

Sig. Frame

ther best scores is:

Init. Opt.
Description Length Score Score Sig. Frame
3 TOIG of: ab037733 check: 480 1712 8 30 -0.39 4
3 TOIG of: ab037733 check: 480 1712 8 34 -0.39 3
3 TOIG of: ab037733 check: 480 1713 8 28 -0.39 1
3 TOIG of: ab037733 check: 480 1711 7 37 -0.40 6
3 TOIG of: ab037733 check: 480 1711 6 33 -0.42 5
467-2 (289-478)
TOIG of: ab037733 check: 4803 from: 1 to: 5139
037733 check: 4803 from: 1 to: 5139
AB037733 5139 bp mRNA’ linear PRI 14-MAR-2000

Homo sapiens mRNA for KIAA1312 protein, partial cds.
AB037733
AB037733.1 GI:7242978
Homo sapiens brain ¢DNA to mRNA, clone_lib:pBluescriptII SK plus
clone:fhl1767. :
Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (sites) ’
Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
DNA Res. 7 (1), 65-73 (2000)
20181126
2 (bases 1 to 5139)
Ohara,0., Nagase,T. and Kikuno,R.
Direct Submission
Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
Location/Qualifiers
1. .5139
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"
1. .4417
/gene="KIAA1312"
<l. .4417
/gene="KIAR1312"
/note="Start codon is not identified."
/codon_start=2
/product="KIAA1312 protein”
/protein_id="BAA92550.1"
/db_xref="GI:7242979"
/translation="NSEHTAVISLCSGMLGTFRSHDGDYFIEPLQSMDEQEDEEEQNK
PHIIYRRSAPQREPSTGRHACDT SEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
TLMSIVASIYKDPSIGNLINIVIVNLIVIHNEQDGPSISFNAQTTLKNFCQWQHSKNS
PGGIHHDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
ELGHVFNMPHDDNNKCKEEGVKSPQHVMAPTLNFYTNPWMWSKCSRKY ITEFLDTGYG
ECLLNEPESRPYPLPVQLPGILYNVNKQCELIFGPGSQVCPYMMQCRRLWCNNVNGVH
KGCRTQHTPWADGTECEPGKHCKYGFCVPKEMDVPVTDGSWGSWSPFGTCSRTCGGGIT
KTAIRECNRPEPKNGGKYCVGRRMKFKSCNTEPCLKQKRDFRDEQCARFDGKHFNING
LLPNVRWVPKYSGILMKDRCKLFCRVAGNTAYYQLRDRVIDGTPCGQDTNDICVQGLC
RQAGCDHVLNSKARRDKCGVCGGDNSSCKTVAGTFNTVHYGYNTVVRIPAGATNIDVR
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QHSFSGETDDDNYLALSSSKGEFLLNGNFVVTMAKREIRIGNAVVEYSGSETAVERIN
meUwHMOMbeO<Fm<ONb&ZmU<w&mw2HmHmoxTOOM%ZZMIQWZObOmxvooomw
xwzr<nexmeObe<mbowOowvovomHevaOHUOUbw2m<>mwmm0m>000b0<w
HFUH<n>z&mmFUQmemx<comw0mmmvxmmzwmwnmomazaoozz&mwsemomxmnv
Ooeowwx>HO<zemZU<HUUmxoemomx<eHowommmvnv0£xmnu€mm0b<eonxom
ﬂIwo<ﬂoOmmmoxrzuw:ncwmexvemzoeﬁooﬂmnbmzownvzmonm<eomomm0ﬁw
><NOHHOH%KM<<OUZUOZ>>HwvaUeOUOmrvmn:vvv>>vmewmma<m>vx302mm
GSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTPCGOWKALD
Smmow<eooonw>amo<30<2<mum<HUzmMOUOU<vaeUOUOmmeowaavDMOF
>Omvw02m0<wvzmbmvmmam<ﬁmmZDSmHOvZObOmw40>nmwowx<<<ooomzmﬂe
ANDCVERIKPDEQRACESGPCPOWAYGNWGECTKLCGGGIRTRLVVCORSNGERFPDL
SCEILDKPPDREQCNTHACPHDAAWSTGPWSSCSVSCGRGHKORNVYCMAKDGSHLES
DYCKHLAKPHGHRKCRGGRCPKWKAGAWSQCSVSCGRGVQQRHVGCQIGTHKIARETE
CNPYTRPESERDCQGPRCPLY TWRAEEWQECTKTCGEGSRY RKVVCVDDNKNEVHGAR

. CDVSKRPVDRESCSLQPCEYVWITGEWSEVPSWEL"

BASE COUNT 1471 a 1112 ¢ 1362 g 1194 t

ORIGIN .

AB037733 Length: 5139 June 20, 2002 06:02 Type: N Check: 4803 ..

Initial Score = 190 Optimized Score = 190 Significance = 2.05
Residue Identity = 100% Matches = 190 Mismatches = ]
Gaps = 0 Conservative Substitutions = 0
Translation Frame= 2

Zmmme><HmbomebOammmmUOmeHmvhomZUmomUmmmozwmmHH&wwwwmommvwemwmwnoemmmxz
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ICVNTRNDVLDDSKCTBQEKVT IQRCSEFPCPQOWK SGDWSECLVTCGKGHKHRQVWCOFGEDRLNDRMCDPE
870 880 890 900 910 920 930

TKPTSMQTCQQPECASWQAGPWGOCSVTCGQGYQLRAVKCIIGTYMSVVDDNDCNAATRPTDTQDCELPSCH
940 950 960 870 980 990 1000

PPPAAPETRRSTYSAPRTQWRFGSWTPCSATCGKGTRMRYVSCRDENGSVADESACATLPRPVAKEECSVTP
1010 1020 1030 1040 1050 1060 1070 1080

CGQWKALDWSSCSVTCGQGRATRQVMCVNY SDHVIDRSECDQDY I PETDQDCSMSPCPQRTPDSGLAQHPFQ
1090 1100 1110 1120 1130 1140 1150

NEDYRPRSASPSRTHVLGGNQWRTGPWGACSSTCAGGSQRRVVVCQDENGY TANDCVERIKPDEQRACESGP
1160 1170 1180 1190 1200 1210 1220

0voz><022®mnexbomnoHwemh<<00mwzomwmwcbm0mHbcmmmoxMOOze=>OM=U$>2memv2wmnm
1230 1240 1250 1260 1270 1280 © 1290

VSCGRGHKQRNVYCMAKDGSHLES
1300 1310 1320
2. US-09-972-467-2 (289-478)
ab037733 TOIG of: ab037733 check: 4803 from: 1 to: 5139
TOIG of: ab037733 check: 4803 from: 1 to: 5139
Locus >mowquw 5139 bp mRNA linear PRI 14-MAR-2000

DEFINITION Homo sapiens mRNA for KIAA1312 protein, partial cds.
ACCESSION AB037733

VERSION AB037733.1 GI:7242978
KEYWORDS .
SOURCE Homo sapiens brain cDNA to mRNA, clone_lib:pBluescriptII SK plus

clone:fhl1767.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (sites)
AUTHORS Nagase,T., Kikuno,R., Ishikawa,K.I., Hirosawa,M. and Ohara,O.
TITLE Prediction of the coding sequences of unidentified human genes.
XVI. The complete sequences of 150 new cDNA clones from brain which
code for large proteins in vitro
JOURNAL DNA Res. 7 (1), 65-73 (2000)
MEDLINE 20181126
REFERENCE 2 (bases 1 to 5139)
AUTHORS Ohara,0., Nagase,T. and Kikuno,R.
TITLE Direct Submission
JOURNAL Submitted (31-JAN-2000) Osamu Ohara, Kazusa DNA Research Institute,
Laboratory of DNA Technology; 1532-3 Yana, Kisarazu, Chiba
292-0812, Japan (E-mail:cdnainfo@kazusa.or.jp,
URL:http://www.kazusa.or.jp/huge/, Tel:+81-438-52-3913,
Fax:+81-438-52-3914)
FEATURES Location/Qualifiers
source 1. .5139
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone="fh11767"
/tissue_type="brain"
/clone_lib="pBluescriptII SK plus"”

gene 1. .4417
/gene="KIAA1312"

CDs <l. .4417
/gene="KIAA1312"

/note="Start codon is not identified."

/codon_start=2

/product="KIAAl1312 protein"

/protein_id="BAA92550.1"

/db_xref="GI:7242979"
\ﬁHm:mHmﬁHosn=zmmme><Hmbnngronmmmcmo&mHmmbOmZUmomummmozx
PHIIYRRSAPQREPSTGRHACDTSEHKNRHSKDKKKTRARKWGERINLAGDVAALNSG
LATEAFSAYGNKTDNTREKRTHRRTKRFLSYPRFVEVLVVADNRMVSYHGENLQHYIL
eerH<me&vamHOZhHzH<H<ZPH<HmzmouommHmmzwoeerxzwnotommxzm
PGGIHBDTAVLLTRQDICRAHDKCDTLGLAELGTICDPYRSCSISEDSGLSTAFTIAH
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